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Lymphangioleiomyomatosis (LAM) is a rare neoplastic disease, best characterized by the
formation of proliferative nodules that express smooth muscle and melanocytic antigens
within the lung parenchyma, leading to progressive destruction of lung tissue and function.
The pathological basis of LAM is associated with Tuberous Sclerosis Complex (TSC), a
multi-system disorder marked by low-grade tumors in the brain, kidneys, heart, eyes,
lung and skin, arising from inherited or spontaneous germ-line mutations in either of
the TSC1 or TSC2 genes. LAM can develop either in a patient with TSC (TSC-LAM) or
spontaneously (S-LAM), and it is clear that the majority of LAM lesions of both forms are
characterized by an inactivating mutation in either TSC1 or TSC2, as in TSC. Despite this
genetic commonality, there is considerable heterogeneity in the tumor spectrum of TSC
and LAM patients, the basis for which is currently unknown. There is extensive clinical
evidence to suggest that the cell of origin for LAM, as well as many of the TSC-associated
tumors, is a neural crest cell, a highly migratory cell type with extensive multi-lineage
potential. Here we explore the hypothesis that the types of tumors that develop and the
tissues that are affected in TSC and LAM are dictated by the developmental timing of
TSC gene mutations, which determines the identities of the affected cell types and the
size of downstream populations that acquire a mutation. We further discuss the evidence
to support a neural crest origin for LAM and TSC tumors, and propose approaches for
generating humanized models of TSC and LAM that will allow cell of origin theories to be
experimentally tested. Identifying the cell of origin and developing appropriate humanized
models is necessary to truly understand LAM and TSC pathology and to establish effective
and long-lasting therapeutic approaches for these patients.
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INTRODUCTION
CLINICAL FEATURES IN TSC AND LAM REVEAL A HETEROGENEOUS
DISEASE SPECTRUM
Tuberous sclerosis complex (TSC) is a multisystem disorder
that arises as a consequence of inherited or spontaneously
acquired mutations in either the TSC1 or TSC2 gene. Along with
Neurofibromatosis type 1, TSC is among the most common neu-
rocutaneous diseases, occurring in an estimated 1 in 6000 births
(Kandt, 2003; Kristof and Moss, 2011). TSC affects both children
and adults, often with clinical manifestations initiating during
embryonic development, accompanied by the gradual presen-
tation of additional symptoms throughout childhood and into
adulthood. Clinical features of TSC (Figure 1) include the appear-
ance of low-grade tumors and malformations in the brain, heart,
lungs, kidneys, eyes, skin, and bone, and loss of heterozygosity
or second-hit mutations of the wild-type TSC1 or TSC2 allele
are thought to be responsible for the formation of most of these
lesions (Henske et al., 1996; Carsillo et al., 2000; Crino et al., 2010;
Qin et al., 2010a, 2011; Tyburczy et al., 2014). Cortical tubers are
prevalent in TSC and account for the majority of the debilitative
neurological symptoms, including epilepsy, mental retardation
and autism (Webb et al., 1996; Goh et al., 2005; Crino et al.,
2006; Wong, 2006; Crino and Tsai, 2012). Tubers, along with car-
diac rhabdomyomas, are formed during embryogenesis and can
be detected prenatally (Park et al., 1997), whereas other tumors
and lesions form during childhood and into adulthood. These
include retinal astrocytomas, subependymal giant cell astrocy-
tomas (SEGAs), angiofibromas and hypomelanotic macules in
the skin, sub-ependymal nodules/giant-cell tumors, and renal
angiomyolipomas (AMLs).
TSC is also associated with pulmonary and lymphatic man-
ifestations in the form of Lymphangioleiomyomatosis (LAM), a
progressive neoplasm of the lung that occurs in at least 30% of
women with TSC (TSC-LAM), with an average age of diagnosis
www.frontiersin.org November 2014 | Volume 2 | Article 69 | 1
CELL AND DEVELOPMENTAL BIOLOGY
Delaney et al. Cell of origin in TSC/LAM
FIGURE 1 | The clinical manifestations of TSC and LAM are diverse
and affect multiple organs and tissues. The major diagnostic
features of TSC are indicated in bold type (Northrup et al., 2013).
Cortical tubers and cardiac rhabdomyomas occur during fetal
development. Facial angiofibromas, hypomelanic macules, and retinal
astrocytic hamartomas can be detected in infancy, while the other
features continue to present themselves throughout development into
adulthood.
of about 35 years (Henske and McCormack, 2012). LAM is
characterized by the presence of multiple neoplastic nodules
within the lung interstitium, composed of proliferating smooth
muscle-like cells and abnormally large epithelial cells that express
melanocytic markers. The proliferative LAM nodules form cys-
tic lesions within the lungs, which lead to the destruction of the
parenchyma, resulting in progressive shortness of breath, chylous
pleural effusions, pneumothorax, and eventual respiratory failure
(Kitaichi et al., 1995; Chu et al., 1999; Urban et al., 1999).
LAM can also occur in a sporadic form (S-LAM), where
lung lesions and associated renal and lymphatic manifestations
are similar to those observed in TSC patients, but other TSC-
associated tumors are absent (Costello et al., 2000; Moss et al.,
2001). In addition to pulmonary manifestations, other com-
mon features of LAM include lymphatic abnormalities, such
as lymphadenopathy (Chu et al., 1999; Urban et al., 1999),
renal AMLs, and uterine PEComas (Perivascular Epitheloid Cell
tumors). AMLs are benign growths composed of adipocytes and,
much like their pulmonary counterparts, smooth muscle cells,
and are asymptomatic in most cases (Bissler and Kingswood,
2004). Uterine PEComas are, curiously, also characterized by cells
of an epithelial morphology that express smooth muscle and
melanocytic markers, similar to the cells that comprise LAM lung
nodules (Martignoni et al., 2007; Hayashi et al., 2011; Henske and
McCormack, 2012). Thus, TSC is associated with the develop-
ment of a broad spectrum of pathological lesions, affecting a wide
diversity of tissues and cell types.
GENETIC FEATURES IN LAM AND TSC
TSC, TSC-LAM, and S-LAM patients typically possess inacti-
vating mutations in TSC1 or, much more commonly, TSC2
(Smolarek et al., 1998; Carsillo et al., 2000; Sato et al., 2002). Loss
of heterozygosity in either of these genes from second-hit muta-
tions is thought to be important in driving tumor development
(Green et al., 1994; Sepp et al., 1996; Niida et al., 2001; Han et al.,
2004; Henske and McCormack, 2012). According to the Leiden
Open Variation Database (Fokkema et al., 2011), as of 2014 there
are over 680 and 1500 reported unique pathogenic DNA vari-
ants in TSC1 and TSC2, respectively. The wide array of mutations
spans all exons of both TSC1 and TSC2, with no specificity for
any particular coding region or mutation type, and includes a
number of mutation types [such as genomic deletions, missense
and non-sense mutations and protein truncations (Cheadle et al.,
2000; Crino et al., 2006; Au et al., 2007)]. Although mutations in
either of these genes lead to the development of disease features,
extensive genotype-phenotype analysis has been performed and
found that mutations in TSC2 are associated with more severe
phenotypes than are mutations in TSC1 (Niida et al., 1999; van
Slegtenhorst et al., 1999; Au et al., 2007).
Intriguingly, the genetic features in S-LAM patients mirror
those of TSC patients, but pathological manifestations in S-LAM
are limited to those in the lung, kidneys, lymphatics, liver and
uterus (Henske and McCormack, 2012), and TSC gene muta-
tions in S-LAM patients are not wide-spread or found within the
germline (Astrinidis et al., 2000). Currently, the conditions that
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underlie the heterogeneity in the disease spectrum between TSC
and LAM patients are unknown. Clinical observations, and some
experimental evidence, offer clues, however, that the cell of origin
in concert with the developmental timing of TSC1 or TSC2muta-
tion are likely key factors in determining which disease features
ultimately manifest.
MOLECULAR CHARACTERISTICS OF TSC AND LAM LESIONS
Aberrant mTOR signaling broadly characterizes TSC lesions
TSC and LAM lesions are believed to share the common fea-
ture of elevated mTOR pathway signaling, ultimately as a con-
sequence of inactivating mutations in TSC1 or TSC2 (Green
et al., 1994; Niida et al., 2001; Han et al., 2004; Henske and
McCormack, 2012). The TSC1 and TSC2 genes encode Hamartin
and Tuberin, respectively, which form heterodimers and inhibit
the GTPase activity of the Ras homolog Rheb, a direct activa-
tor of the Mammalian Target of Rapamycin (mTOR). mTOR
signals through two macromolecular complexes, mTORC1 and
mTORC2, to integrate the external environment (growth factor
stimulation, cellular stress, oxygen availability, energy and nutri-
ent levels) with diverse cellular functions, including proliferation,
survival, growth and size, death and autophagy, protein transla-
tion, angiogenesis, movement, and migration. TSC1 and TSC2
function as critical gatekeepers of this multi-functional cellular
signaling network.
The therapeutic efficacy of Rapamycin, a molecular inhibitor
of mTOR, in treating many of the manifestations in TSC and
LAM (Franz et al., 2006; Bissler et al., 2008; Krueger et al., 2010;
Micozkadioglu et al., 2010; Casanova et al., 2011; Dabora et al.,
2011; DeKlotz et al., 2011; McCormack et al., 2011; Tiberio et al.,
2011; Canpolat et al., 2014; Park et al., 2014) has established ele-
vated mTOR signaling as a key feature driving these tumors. The
cells that comprise LAM and TSC tumors reflect many features of
hyper-active mTOR signaling: abnormally large or “giant” cells,
altered morphology, aberrant migration, abnormal proliferation,
increased cell survival and reduced autophagy are common fea-
tures of many lesions (Crino, 2004; Crino and Tsai, 2012; Henske
and McCormack, 2012). Increased angiogenesis is also a feature
of many TSC lesions, including LAM (Nguyen-Vu et al., 2001;
Arbiser et al., 2002; Kumasaka et al., 2004; Li et al., 2013).
Unique molecular characteristics distinguish TSC-associated
lesions
Despite the common element of hyperactive mTOR signaling,
the types of lesions that develop in TSC and LAM are diverse,
in terms of both the tissues that are affected and the molecu-
lar characteristics of the aberrant cells. Furthermore, different
types of TSC-associated tumors exhibit additional behavioral
and signaling characteristics that are distinct from one another.
For example, LAM cells are uniquely responsive to estrogen and
prolactin signaling, and express these receptors on their sur-
face (Terasaki et al., 2010; Gao et al., 2014)(reviewed in Yu and
Henske, 2010). They also express markers of smooth muscle cells
and melanocytes, cell types not normally found throughout the
lung interstitium.
Alternatively, the aberrant cells that comprise cortical tubers
and SEGAs in TSC patients express markers of early neuronal and
glial cell differentiation (Lopes et al., 1996; Ess et al., 2005; Zhou
et al., 2011) and recent mouse models have clarified that these
tumors can result from mTOR-dependent promotion of aberrant
neural progenitor cell (NPC) expansion and premature differ-
entiation, accompanied by defective maturation and abnormal
migration (Magri et al., 2011; Magri and Galli, 2013). Thus, in the
TSC lesions confined to the CNS, mTOR hyper-activation leads
to a direct reprogramming of the self-renewal and differentiation
capacity of the cells endogenous to the tissue in which the lesions
are found, while the etiology of mTOR hyper-activation to the
appearance of LAM-associated lesions in the lung, kidneys, and
uterus is much less clear. TSC and LAM are further differentiated
by the time-point of disease presentation, where most TSC fea-
tures typically present in infancy or during childhood and LAM
presents in adulthood. These differences suggest that, despite their
common genetic characteristic, distinct TSC and LAM lesions
exhibit unique pathological mechanisms.
POTENTIAL CELLS OF ORIGIN FOR TSC AND LAM
The cell(s) of origin for TSC and LAM lesions are largely
unknown, however clinical observations and limited experimen-
tal evidence have offered some key clues. The extensive multi-
system involvement in these diseases is remarkable, and while
there is evidence for both common and independent second-hit
TSC1 or TSC2 mutations across multiple tumors within a given
individual (Henske et al., 1996; Smolarek et al., 1998; Carsillo
et al., 2000; Karbowniczek et al., 2003; Tyburczy et al., 2014), a
single first-hit mutation appears to characterize all of a patients’
tumors. The lesions that commonly arise in TSC are generally
comprised of immature cells that exhibit molecular and behav-
ioral features of either neuronal (central nervous system (CNS)
lesions) or mesenchymal differentiation. While embryonic neu-
ral stem cells (NSCs) appear to function as a cell of origin for the
CNS manifestations in TSC (discussed further below), the mes-
enchymal neural crest lineage has been postulated to broadly give
rise to other types of lesions in TSC and LAM.
With the potential involvement of both NSCs and the neural
crest lineage in disease heterogeneity, the influence of the devel-
opmental time-point at which TSC1 or TSC2 mutations occur
on disease severity has also been called into question. However,
these theories have not been experimentally confirmed, and no
animal or humanized model currently exists to directly test these
suppositions. Here, we explore the evidence supporting the cell
of origin hypotheses that have emerged from the TSC and LAM
field, and, based on these theories, we further propose approaches
for generating relevant humanized models of TSC and LAM that
will enable the identification of improved therapeutic avenues and
open the door for patient-centered approaches to treatment.
EXPERIMENTAL EVIDENCE THAT NEURAL STEM CELLS DRIVE CNS
PATHOLOGY IN TSC
Mouse models of TSC gene deficiency in the CNS
Experimental approaches to identify the cell of origin in TSC
have focused to date almost exclusively on validating the hypoth-
esis that the CNS tumors and behavioral phenotypes are driven
by TSC1 or TSC2 mutations in the NSC lineage. Since the CNS
manifestations cause significant morbidity and are apparent at
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such a young age, this focus is not surprising. As mouse mod-
els of both TSC1- and TSC2-deficiency using gene targeting lead
to early embryonic lethality, and mice heterozygous for either
TSC gene do not develop TSC-related CNS pathologies (likely
due to the absence of a second-hit mutation during embry-
onic development) (Kobayashi et al., 1999, 2001; Onda et al.,
1999; Kwiatkowski et al., 2002), more sophisticated models have
recently emerged to assess the effects of homozygous TSC gene
mutation in select populations of NPCs and differentiating or dif-
ferentiated neuronal cells (Uhlmann et al., 2002; Meikle et al.,
2007; Ehninger et al., 2008; Way et al., 2009; Goto et al., 2011;
Magri et al., 2011; Zeng et al., 2011; Zhou et al., 2011; Carson
et al., 2012; Feliciano et al., 2012, 2011; Magri and Galli, 2013;
Normand et al., 2013; Prabhakar et al., 2013). These models have
included a variety of drug inducible and non-inducible condi-
tional knockouts, as well as adenoviral-mediated approaches or
in utero electroporation to induce gene knock-out stochastically.
These approaches have allowed for targeted induction of TSC1-
or TSC2-deficiency in distinct neural cell populations, limited by
regional location, the size of the affected cell population, or the
developmental time-point of induction.
Arising from these efforts, mouse models of TSC1- or TSC2-
deficiency now exist that closely model the CNS manifestations
of TSC that occur in human patients, including neuronal net-
work dysfunction and seizure activity, sub-ependymal nodules
that lead to the development of SEGAs and elements of cortical
tubers, accompanied by abnormal neuronal migration, enhanced
astrogliosis, enlarged cells and cortical lamination defects (Goto
et al., 2011;Magri et al., 2011; Carson et al., 2012;Magri and Galli,
2013; Normand et al., 2013; Prabhakar et al., 2013). Importantly,
hyper-activation of mTORC1 signaling has indeed been con-
firmed as causative in the majority of TSC-like phenotypes in
these models, confirmed by extensive phenotypic rescue follow-
ing post-natal Rapamycin treatment in many of these studies.
Interestingly, these models have revealed that while abnormal,
enlarged cells and nodule-like formations can be induced to some
degree by TSC gene deletion in virtually all neuronal populations
(progenitors and post-mitotic cells) and at different developmen-
tal stages (throughout embryogenesis and postnatally), neurolog-
ical features such as seizure activity are only clearly reproduced
by targeting NPCs and neurons prenatally, during peak stages of
neurogenesis. Furthermore, the overall severity of CNS manifes-
tations following TSC gene deletion at different stages occurs on
a gradient scale, with the most severe and extensive phenotypes
associated with mutations in NPC populations at the earliest
stages of neurogenesis (in neuroepithelial cells and radial glia at
E9.5 and E12.5, respectively). As appearance of the full spectrum
of TSC-associated CNS lesions seems to require TSC gene muta-
tion in early NPCs, these studies together provide solid evidence
to support the hypothesis that a neural stem or progenitor cell is
the cell of origin for the CNS manifestations in TSC.
The proportion of TSC1/ TSC2-deficient cells affects phenotypic
severity in mouse models
Not only have the CNS mouse models revealed that TSC gene
deficiency at different stages of neural development can lead
to different types of manifestations, but also that the degree
of mosaicism of TSC1- or TSC2-deficient cells correlates with
phenotypic severity. The first key element in generating mouse
models that closely recapitulate the TSC condition was induction
of TSC gene deficiency in specified neuronal sub-populations, as
opposed to homozygous mutations in ESCs. This demonstrated
that while wide-spread homozygous TSC1- or TSC2-deficiency
within the germline results in overly severe, lethal phenotypes,
restricted TSC gene mutations within the neuronal lineage can
be better tolerated but lead to TSC-like phenotypes in the brain.
Again, mutation at late vs. early developmental stages, in which
fewer downstream cells would be directly affected, leads to less
severe phenotypes.
Some recent mouse models have directly demonstrated exper-
imentally, within distinct cell populations, that the degree of
mosaicism for TSC gene deficiency within neural cells also leads
to a spectrum of phenotypes. Specifically, mutation of TSC1 in
a subset of thalamic progenitor cells caused substantially greater
neurological dysfunction, indicative of TSC-like pathology, if the
mutation was made at mid-gestation (E12.5) vs. late gestation
(E18.5) in an embryonic mouse model (Normand et al., 2013),
and experiments in which subsets of NPCs were knocked-out
for TSC1 in variable numbers using adenoviral-mediated Cre
injection into the cerebral ventricles showed that the severity of
resulting TSC-like pathology was dependent on the dose and
serotype of the injected virus (Prabhakar et al., 2013). These
models have provided strong evidence that the CNS lesions and
neuropathologies associated with TSC can be driven by TSC1- or
TSC2-deficiency and consequent mTOR deregulation in NPCs,
and together demonstrate that the severity of the TSC-associated
CNS phenotypes exist on a spectrum that is strongly influenced
by the developmental timing and degree of mosaicism for TSC1
or TSC2.
HETEROGENEITY IN DISEASE SPECTRUM SUGGESTS DISTINCT CELLS
OF ORIGIN AND POTENTIAL MOSAICISM IN TSC
A clear distinction between individuals with TSC gene mutations
who acquire Tuberous Sclerosis vs. S-LAM is that the somatic
mutations in TSC1 or TSC2 are more widespread in those with
TSC, and are typically also present in the germline (Dabora
et al., 2001; Strizheva et al., 2001). This was a substantial dis-
covery toward our understanding of how S-LAM may develop
in the absence of other TSC manifestations, and pushed forth
the concept that TSC and LAM lesions may develop from differ-
ent founding cell types, and thus that TSC gene mutations are
restricted to a smaller population of cells in S-LAM patients. The
fact that there is considerable heterogeneity in the clinical pre-
sentation and severity of the disease spectrum among both LAM
and TSC patients (Henske and McCormack, 2012; Curatolo and
Maria, 2013) and evidence for gonadal and/or somatic mosaicism
in some TSC patients that can correlate with phenotypic vari-
ability (Rose et al., 1999; Verhoef et al., 1999; Qin et al., 2010b;
Boronat et al., 2014a,b) lend further support to the concept that
disease spectrum is significantly affected by the proportion of
cells, and likely the identity and fate of those cells, that possess
a TSC gene mutation.
It is also possible that distinct TSC1 or TSC2mutations present
in different patients may also contribute to disease heterogeneity
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by encoding TSC proteins with varying degrees of function.
Indeed, hypomorphicmutations have been observed in some TSC
patients, and experimental and clinical evidence suggest that these
mutations result in reduced phenotypic severity (Khare et al.,
2001; O’Connor et al., 2003; Nellist et al., 2005, 2008; Jansen et al.,
2006; Pollizzi et al., 2009; Yuan et al., 2012; Fu and Ess, 2013).
However, these cases appear to represent a minority of known
TSC patients. Nevertheless, in cases where a hypomorphic TSC
gene mutation is present, it is likely that this feature acts in con-
junction with the identity and proportion of cells that carry the
mutation to influence phenotypic severity.
The findings from the TSC CNS-related mouse models dis-
cussed above provide strong experimental support for the concept
presented here. Although these studies were limited to the CNS
manifestations, it is likely that this theme persists throughout the
full spectrum of the disease and that in general a more restricted
mutational burden will lead to the development of fewer types
of lesions and fewer numbers of lesions. With this in mind, one
could postulate that while TSC gene mutations in NSCs lead
to the CNS lesions, mutations within the neural crest lineage
are responsible for the development of most other TSC lesions,
including those associated with LAM, and that variable muta-
tional burden within the neural crest (NC) lineage leads to the
greatest heterogeneity in TSC disease phenotypes.
EVIDENCE SUPPORTING A NEURAL CREST CELL OF ORIGIN FOR LAM
AND OTHER TSC-ASSOCIATED LESIONS
Neural crest cell activity during embryogenesis
The neural crest is a transient population of migratory progen-
itor cells that emerge at the interface between the dorsal region
of the neural plate and the non-neural ectoderm in embryonic
development during neurulation. Although the migratory pat-
terns of the NC can differ slightly from species to species, studies
performed in model organisms, such as Xenopus, mouse, quail
and chick embryos, have offered great insight into the contri-
butions of the NC population to various tissues in the devel-
oping embryo. Although exact migratory patterning in humans
is unknown, lineage tracing has revealed enough commonality
between these model species to establish a paradigm for neu-
ral crest cell (NCC) migration and differentiation during human
development. Through contact mediated interactions, NCCs
emerge, undergo epithelial-to-mesenchymal transition (EMT),
and migrate in specific succession and order in an anterior to
posterior sequence (Theveneau and Mayor, 2012). Of note, both
the neural plate and the surface ectoderm contribute cells to
the NC population (Moury and Jacobson, 1990; Selleck and
Bronner-Fraser, 1995). Once NCCs have emerged and delam-
inated, they follow distinct migratory patterns depending on
their eventual fate, the majority of which are summarized in
Table 1.
NCCs can be generally categorized into four major subgroups
based on their migratory cohort: cranial, cardiac, vagal and trunk.
Cranial NCCs contribute to the tissues of the craniofacial region,
differentiating into the widest array of cell types of the neural crest
subgroups, including vascular smooth muscle cells and pericytes,
chondrocytes, adipocytes, osteocytes, odontoblasts, melanocytes,
connective tissue, and sensory and parasympathetic ganglia
Table 1 | Neural crest cells can be categorized into four
major subgroups, based on their respective migratory pattern and
the tissues to which they contribute.
NC
Subtype
Tissues Cell types
Cranial Craniofacial skeleton
Skin
Cornea
Connective tissue
Fibroblasts
Melanocytes
Adipocytes
Osteocytes
Odontoblasts
Chondrocytes
Neurons
Glia
Mesenchymal cells
Myocytes
Pericytes
Cardiac Branchial arches
Cardiac septum
Parasympathetic cardiac
ganglia
Myocytes
Pericytes
Neurons
Glia
Vagal Enteric nervous system Neurons
Glia
Trunk Peripheral nervous system
Skin
Adrenal medulla
Neurons
Glia
Melanocytes
Chromafinn cells
It should be noted that individual NCC multipotency varies between subgroups
as well as within subgroups themselves.
(D’Amico-Martel and Noden, 1983; Köntges and Lumsden, 1996;
Etchevers et al., 2001; Billon et al., 2007; Grenier et al., 2009).
Cardiac NCCs differentiate into parasympathetic cardiac gan-
glia, as well as smooth muscle of the branchial arches and the
cardiac outflow tract, and form the aorticopulmonary septum
(Kirby et al., 1983; Kirby and Stewart, 1983). Vagal NCCs pri-
marily give rise to the neurons and glia of the enteric nervous
system (Yntema and Hammond, 1954; Le Douarin and Teillet,
1973). Finally, trunk NCCs give rise to melanocytes and the neu-
rons and glia of the peripheral nervous system (Raible and Ungos,
2006).
Potential role for neural crest subtypes in TSC disease
heterogeneity
NCCs are able to differentiate into a wide array of cell types that
contribute to many of the tissues associated with TSC tumors.
Theoretically, distinct NC subtypes could be specifically associ-
ated with some of the multi-systemic tumors observed in TSC.
For instance, the cranial NC may be implicated in the devel-
opment of facial angiofibromas, dental pits, and retinal tumors.
Indeed, cases of retinal lesions have been reported in connection
with neurofibromatosis, a disease also thought to be of neural
crest origin (Ishiko et al., 2006; Sachdeva et al., 2010). Cortical
tubers could also potentially be attributed to the cranial neural
crest, a theory that has previously been postulated (Hindman
et al., 1997). Extending this theory, TSC1- or TSC2-deficient
cardiac NC may be the cell of origin for cardiac rhabdomy-
omas and even pulmonary LAM lesions (due to the involvement
in aorticopulmonary septum development), and dysfunctional
trunk NC may be responsible for “confetti” skin lesions and
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hypomelanotic macules. Within this frame of thought, the deter-
mining factor in which tumor types ultimately form is per-
haps both spatial and temporal. If the first-hit mutation occurs
early on during embryogenesis within a cell of the develop-
ing neural plate or surface ectoderm before neurulation, the
potential number of affected progeny capable of acquiring a
second-hit mutation would be much greater and could poten-
tially affect all NC subgroups, leading to a more severe TSC
phenotype affecting multiple tissues. If the first-hit mutation
occurs later in development, perhaps in an emerging NC sub-
type, the affected cell may only have influence on the specific
subtype emerging from its respective anterior/posterior posi-
tion along the developing neural tube. Such a scenario could
explain the extreme differences in TSC disease spectrum that
are observed in highly affected TSC patients vs. individuals with
S-LAM.
Neural crest stem cells persist in adult tissues associated with TSC
lesions
While tissue innervation by migrating NCCs is a fundamental
process during embryonic development, NCCs with stem cell-like
properties are now known to persist in a number of adult tissues.
Just as tissues that are innervated by embryonic NCCs during
development theoretically have the potential to give rise to LAM-
like cells or cells that comprise other TSC mesenchymal lesions,
these adult neural crest stem cells (NCSCs) are a particularly
promising population as a potential LAM and TSC cell of origin.
The tissues in which NCSCs reside in the adult are diverse, and
include the gut, bone marrow, heart, dental mesenchyme, dor-
sal root ganglia, and cornea (reviewed in Dupin and Sommer,
2012). Intriguingly, a number of distinct multipotent stem cells
with neural and/or NC differentiation potential have also been
identified in the skin (Dupin and Sommer, 2012). As NCCs pos-
sess inherent migratory and transdifferentiation potential (dis-
cussed further below), and exhibit extensive interactions with
their surrounding microenvironments that can instruct migra-
tory, differentiation and invasiveness behaviors, many of these cell
types could potentially serve as the cell of origin for TSC lesions
(Takahashi et al., 2013).
The susceptibility of the skin to ultraviolet (UV) radiation
implicates resident skin NCSCs as promising cell of origin candi-
dates, as UV-induced damage could induce second-hit mutations.
For example, skin-derived precursors (SKPs), multipotent NCSCs
found in the dermal sheath and papillae of hair follicles in both
rodents and humans (Toma et al., 2001, 2005; Fernandes et al.,
2004; Biernaskie et al., 2009; Jinno et al., 2010), have been heavily
implicated as the cell of origin for the dermal tumors associated
with the neurocristopathic disorder Neurofibromatosis type I (Le
et al., 2009). A recent study has also provided compelling evidence
that precursor cells found within the skin may serve as the cell
of origin for facial angiofibromas in TSC patients, following the
acquisition of UV-induced second-hit TSC2mutations (Tyburczy
et al., 2014). Given this potential, it is a distinct possibility that
SKPsmay similarly serve as the cell of origin for LAM and the cells
that comprise other TSC-associated lesions, providing that SKPs
possessing TSC gene mutations are able to invade the lymphatic
and/or cardiovascular circulation.
Clinical evidence suggests a neural crest origin for TSC and LAM
lesions
Sequencing of tissue from LAM nodules or disseminated LAM
cells from body fluids has indicated that germline TSC1 or TSC2
mutations are not prevalent in S-LAM patients (Astrinidis et al.,
2000; Carsillo et al., 2000). Thus, the first-hit mutation that drives
LAM must typically arise de novo in a somatic cell. The lack of
CNS involvement in the pathology of S-LAM provides strong
clinical evidence that the neural stem cell lineage is not affected
in S-LAM patients. The molecular markers present in LAM cells
within its classical lesions [alpha-SMA, HMB-45, TRP-1, MART-
1, GD3 (Carbone, 2009; Gilbert et al., 2013)], as well as the tissue
types affected in the majority of TSC-associated tumors, do how-
ever present significant clues to the potential cell(s) of origin.
The tissues in which lesions/abnormalities are observed in TSC
patients are diverse, but all of them share the common feature
that they are wholly or in part comprised of neural crest progeny
(Figure 1, Table 1) (Dupin and Sommer, 2012). These tissues
include the heart (cardiac rhabdomyomas), the skin (angiofi-
bromas, most predominant in the facial region), dental enamel,
eyes (retinal astrocytic hamartomas), and the innervation of the
kidneys (AMLs), uterus and lungs (Curatolo and Maria, 2013).
Additionally, the abnormal cells observed in LAM lesions express
molecular markers of cells that are generated by the neural crest;
these include smooth muscle, melanocytes, and adipocytes.
In addition to key molecular markers, there is also compelling
evidence that TSC and LAM cells are able to migrate between
different tissue sites (Smolarek et al., 1998; Karbowniczek et al.,
2003), reminiscent of the highly migratory behavior of neural
crest cells. Furthermore, LAM lung lesions contain a heteroge-
neous population of cells, with both highly proliferative spindle
shaped cells and large epithelial cells making up LAM clusters.
Moreover, both of these cell types express molecular markers of
mesenchymal neural crest cells in vivo (e.g., smooth muscle actin,
and HMB45 or gp100 in the epithelial cells). This suggests the
intriguing possibility that, if indeed LAM cells originate from
the neural crest, they may possess the ability to undergo EMT
or even mesenchymal-to-epithelial transition (MET) within the
lesion itself, accounting for the presence of these distinct cell types
within single lesions.
LAM cells exhibit extensive migration and EMT
Just as neural crest cells represent a highly migratory cell popula-
tion, a striking characteristic of LAM cells is their ability to travel
from one tissue site to another, leading to multi-tissue tumor
formation. For example, mutation analysis has revealed that the
samemutations are present in LAM cells of both pulmonary LAM
nodules and AMLs, indicating that the tumors originated from
a common progenitor cell that was able to migrate or metas-
tasize to and/or from either of these tissues (Sato et al., 2002).
Although identical TSC1 or TSC2 mutations among tumor cells
are not always observed in TSC-LAM and S-LAM patients, it is
clear that LAM cells are mobile; markedly, LAM cells are able to
infiltrate and repopulate healthy donor lungs following transplan-
tation (Bittmann et al., 2003; Karbowniczek et al., 2003). They
are also are able to metastasize between the lungs, kidneys, lym-
phatics, and uterus using mechanisms that do not fit the classic
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cancer metastasis paradigm. LAM cells can be found throughout
the lymphatics in LAM patients, and their expression of VEGF-C
and VEGF-D along with VEGF receptor-3 indicates their lym-
phangiogenic potential (Glasgow et al., 2012), indicating that the
extensive network of lymphatics may serve as the primary niche
for LAM cells and facilitates their spread.
LAM cells do not easily succumb to anoikis and can be found
in the chylous fluid, urine, and circulating in the blood of LAM
patients, a phenomenon that may be directly related to estrogen
signaling (Crooks et al., 2004; Yu et al., 2009; Gu et al., 2013).
Although these cells do not present themselves as malignant or
highly proliferative compared to most cancer cells, their apparent
robustness and infiltrative ability is certainly not benign.
A complete mechanistic model for LAM cell “metastasis” has
yet to be confirmed; however, numerous studies have shown
that LAM cells display increased motility and invasive proper-
ties in vitro. This invasive phenotype can be directly linked to
loss-of-function mutations in either TSC1 or TSC2, leading to
pro-migratory cytoskeletal rearrangement and changes in focal
adhesions. Primary LAM cells with TSC2 loss-of-function muta-
tions display increased invasive and migratory properties as a
result of RhoA GTPase-mediated cytoskeletal rearrangement and
modulation of focal adhesions. RhoA GTPase is normally reg-
ulated by TSC1 when complexed with TSC2, and this invasive
phenotype is mitigated upon TSC2 re-expression or TSC1 knock-
down (Lamb et al., 2000; Goncharova et al., 2006). Perhaps
contributing to the robustness of migratory LAM cells, dysfunc-
tional TSC2 leads to a loss in membrane bound E-cadherin via
a Rapamycin sensitive pathway. This, in turn, leads to reduced
cell-cell adhesion, EMT, cell detachment, and resistance to anoikis
(Barnes et al., 2010).
Molecular features and behavior of LAM cells parallel the neural
crest
Clearly, dysfunction of either TSC1 or TSC2 will result in a cell
that is primed to undergo EMT and migrate, a scenario that
is reminiscent of neural crest delamination and migration dur-
ing embryonic development. RhoA is critical in regulating the
directionality of migrating neural crest cells, greatly affecting
spatial-temporal patterning upon its loss (Rupp and Kulesa, 2007;
Matthews et al., 2008). Cadherins play a crucial role during neu-
rulation and help define the non-neural ectoderm and the neural
plate (Taneyhill, 2008; Dady et al., 2012), the tissues whose inter-
face fromwhich neural crest cells delaminate and fromwhich they
migrate. Specifically, the transition from E-cadherin expression to
N-cadherin plays a critical role in this process, and interestingly,
a similar phenomenon is observed in LAM cells. As mentioned
above, TSC2-deficiency results in internalization of E-cadherin
leading to EMT; moreover, when LAM patient-derived cells are
exposed to estrogen, E-cadherin expression is decreased and N-
cadherin is upregulated, similar to the segregation of the germ
layers during neurulation (Gu et al., 2013). Pairing well with
the decrease in E-cadherin expression in TSC2-deficient cells,
there is an upregulation in the expression of Snail, an important
transcription factor involved in initiating EMT, migration, and
neural crest specification (Cano et al., 2000; Aybar et al., 2003;
Barnes et al., 2010). A second-hit mutation in TSC2 therefore
causes a change in the expression profile in LAM cells that resem-
bles a neural crest progenitor undergoing migration and fate
specification.
Adding fuel to the fire, LAM cells have been shown to excrete
matrix metalloproteinases (MMPs), particularly MMP-2 and
MMP-9, that likely contribute to their invasiveness and lead to
the slow destruction of the lung parenchyma (Hayashi et al., 1997;
Lee et al., 2010a). MMP2 and MMP9 are required in neural crest
cells for their initial delamination and migration, and inhibition
of these MMPs during development results in the complete halt
of NC migration and differentiation (Monsonego-Ornan et al.,
2012).
Extending this comparative train of thought, changes in TGF-
ß signaling in LAM cells also relates directly to the NC and
its lineages. Histopathological analysis of LAM cells, along with
TSC2-null cell lines, show increased levels of TGF-ß and smooth
muscle actin (SMA) (Zhe and Schuger, 2004; Barnes et al., 2010;
Lee et al., 2010a). Although expression of TGF-ß and SMA is
common to the EMT process, TGF-ß signaling is involved in NC-
derived smooth muscle specification in vivo and is a common
element of smooth muscle differentiation protocols of neural
crest cells in vitro (Shah et al., 1996; Curchoe et al., 2010; Xie et al.,
2013). The initiation of signaling cascades resulting in a smooth
muscle-like cell fate may help explain the presence of spindle-like
SMA+ proliferative cells in LAM nodules and angiomyolipo-
mas. A loss of TSC2 function could destabilize a NC-derived cell,
causing it to dedifferentiate and undergo EMT. This cell could
then potentially migrate to a favorable niche (e.g., lung, kidney,
lymphatics) and, due to increased TGF-ß signaling, differentiate
into the smooth muscle cells and form the characteristic tumors
associated with LAM.
The molecular signaling events that occur upon a second-hit
mutation in TSC1 or TSC2 may act in some capacity to reca-
pitulate the developmental processes of neural crest migration
and specification. Such an orchestration may be enough to per-
haps destabilize a dormant NCSC or a fully differentiated NC cell,
whose epigenetic memory is already prone to EMT, migration,
and cell motility. Indeed, with the proper stimulus, fully differ-
entiated NC progeny display the ability to dedifferentiate and
migrate in vivo, as well as return to a multipotent state when iso-
lated and cultured in vitro (Real et al., 2005, 2006; Nagoshi et al.,
2011; Dupin and Sommer, 2012).
The NC has already been implicated in the reactivation of
EMT in fully differentiated and mature cells in the form of the
metastatic cancers melanoma and neuroblastoma (Grimmer and
Weiss, 2006; Shakhova, 2014). Furthermore, dedifferentiation
and redifferentiation (EMT-MET switch) is a proposed mecha-
nism of metastatic cancer supported by experimental evidence
(Ocaña et al., 2012; Tsai et al., 2012). Neural crest cells have the
unique ability to transdifferentiate during embryonic develop-
ment from a neural ectodermal lineage to specialized cells that are
ultimately considered to be mesodermal. This phenotypic plas-
ticity is a unique quality of the neural crest, which clearly requires
precise signaling and environmental cues during development for
precise specification. Similar to the notion that a machine with
many small moving parts is more likely to malfunction, neural
crest-derived cells may be more prone to undergo EMT, migrate,
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and differentiate based on their inherent plasticity if given the
proper cues.
Current models to investigate neural crest contribution to TSC
Few studies have directly investigated the hypothesis that TSC1
or TSC2 mutations in neural crest stem cells drive the develop-
ment of non-CNS tumors in TSC, including LAM. Mice con-
taining a conditional TSC1 knockout allele crossed with mice
expressing Cre driven by the WNT1 promoter die prenatally, for
unknown reasons, with no indication of renal or lung pathology
(Kwiatkowski, 2010). No additional mouse or cell culture-based
models of TSC1 or TSC2-deficiency in the neural crest lineage
have been reported to date. The lack of clarity provided by exist-
ing mouse models, and the paucity of such models, regarding
the development and progression of LAM in humans, heavily
underscores the need for improved models that more closely
recapitulate human pathology.
It is quite possible that the biology of TSC1- or TSC2-
deficiency is substantially different in mouse vs. human NCCs,
and that establishing the samemodels (e.g., Wnt1-cre conditional
models of TSC1/2-deficiency) in a humanized system will allow
us to generate accurate disease models. Alternatively, the lethal-
ity of the Wnt1-cre TSC1 knockout mouse model may also serve
as an indicator that homozygous TSC gene deletions within the
neural crest lineage are not compatible with embryonic develop-
ment and that TSC-like phenotypes will only be observed under
conditions where second-hit mutations can be induced in a con-
trolled manner within sub-populations of cells. Speaking to this,
it is possible that different tumor types that are prevalent in TSC
patients, as well as those that define LAM disease, are derived
from TSC1- or TSC2-deficient cells of different neural crest sub-
types. Identification of the NCC subtype(s) responsible for the
development of LAM tumorsmay importantly result in less severe
phenotypes and prolonged survival in animal models that should
enable longer-term experiments to be performed than have been
possible with current models. Additionally, this will inevitably
result in disease phenotypes more specific to the LAM condition,
allowing us to generate the most appropriate models possible.
STRATEGIES FOR GREATER UNDERSTANDING AND IMPROVED
TREATMENT OPTIONS IN TSC AND LAM
Theoretical model of neural crest contribution to disease
heterogeneity
While there is extensive correlative evidence for a potential role
of the NC lineage as the cell of origin for LAM and many
TSC manifestations, this hypothesis remains to be adequately
tested experimentally. We present a model (Figure 2) whereby the
diverse, heterogeneous tumor burden in TSC patients is depen-
dent on when first- and second-hit mutations in TSC1 or TSC2
occur during development and into adulthood. In this model,
mutations that are carried in the germline or that are acquired
during early stages of embryogenesis lead to a greater disease
burden than those that occur at later time points. For instance,
the majority of TSC patients have germline mutations, and thus
all cell lineages, including both neural and neural crest progen-
itors, are vulnerable to the acquisition of second-hit mutations.
Second-hit mutations may occur independently within the neural
and neural crest lineages, or perhaps in a cell very early in devel-
opment (i.e., before neurulation) (Figure 2A). In any case, TSC
patients that carry a germline TSC1 or TSC2 mutation are likely
to acquire wide-spread and severe disease manifestations due to
the diverse pool of progeny susceptible to acquiring second-hit
mutations (i.e., both the NCC and NSC lineages).
Similarly, a first-hit mutation acquired at a time point as
early as neurulation (Figure 2A) would give rise to sporadic TSC,
explaining the genotypic mosaicism observed in some patients.
In this scenario, the severity of the resulting disease spectrum
depends on the distribution pattern of “first-hit” cells into down-
stream lineages as well as in which cell populations second-hit
TSC gene mutation(s) are acquired. Here, both the NCC and
NSC lineages are vulnerable to being infiltrated by TSC mutant
cells, however mosaicism may lead to reduced disease severity by
restricting the number of cells or the cell lineages that carry TSC
mutations.
Following this model further, the more limited disease man-
ifestations observed in S-LAM, and potentially milder forms of
TSC, would originate from a primary TSC gene mutation in a
much more restricted population limited to the NC lineage. This
could occur either during embryogenesis within a common or
sub-type restricted neural crest progenitor cell (Figure 2B) or
in adulthood (Figure 2C), affecting NCSCs or NC-derived cells,
such as melanocytes or SKPs. The former possibility could fore-
seeably occur either via mosaicismwithin the broader NC lineage,
in which only certain NC subtypes carry enough of a mutational
burden to drive the development of a lesion, or restriction of first-
and/or second-hit mutations within a functionally defined sub-
population of NC. A likely candidate is the cardiac NC lineage
due to its involvement in development of the aorticopulmonary
septum. In either scenario, only cells that were derived from
NCCs during development or NCSCs that persist in adult tis-
sues are vulnerable to a second-hit mutation later in life that may
endow them with the ability to drive the formation of TSC and
LAM lesions. This highlights the possibility that the heterogeneity
within TSC and S-LAM patients is predominantly dictated by the
cells that carry a first-hit TSC gene mutation and, consequently,
the resulting progeny left vulnerable to acquiring a second-hit
mutation.
As mosaicism within the NC lineage may potentially lead to
the more restricted phenotypes associated with LAM, so too may
gonadal or somatic mosaicism lead to varying degrees of phe-
notypic severity in TSC patients, as has been observed clinically
(Rose et al., 1999; Verhoef et al., 1999; Qin et al., 2010b; Boronat
et al., 2014a,b). This type of model is therefore likely to underlie
phenotypic differences between TSC vs. LAM alone, as well as the
heterogeneity in disease features observed in both TSC and LAM
patient cohorts themselves. Thus, a TSC1 or TSC2mutation at an
earlier developmental stage has the potential to result in a more
complete spectrum of TSC phenotypes, while a later mutation
will lead to a more restricted pathological potential, resulting in
limited TSC phenotypes or LAM only.
Current treatment options for TSC and LAM
While double lung transplant is currently the gold standard treat-
ment option for LAM, this approach is not possible in all patients;
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FIGURE 2 | Model illustrating that the variation of tumor heterogeneity
in TSC may be related to the stage of development in which loss of
function mutations in TSC1 or TSC2 occurs. (A) For TSC patients with
germline mutations, second-hit mutations may be acquired during early
stages of embryogenesis, such as during gastrulation or neurulation. This
would result in a large population of cells that carry the mutation and
would lead to a severe TSC phenotype, possibly displaying the full
spectrum of TSC manifestations. First-hit mutations at this time point
would result in mosaicism. The affected cells could contribute not only to
the neural crest lineage, but also the neural progenitor population of the
neural tube, resulting in the CNS manifestations of TSC. (B) Second-hit
mutations occurring in the emerging neural crest population likely results
in many of the non-CNS symptoms of TSC, potentially including LAM.
First-hit mutations at this time-point may result in S-LAM, as only the
neural crest lineage would be vulnerable to second-hit mutations. It is
possible that a sub-population of NCCs, such as the cardiac NC, is
responsible for the more restricted lesions associated with S-LAM.
(C) Alternatively, first- and/or second-hit mutations acquired within an adult
NCC could also be responsible for driving LAM and some TSC-associated
lesions (e.g., skin lesions).
additionally, LAM lesions have been shown to recur in the donor
lung in some patients (Bittmann et al., 2003; Karbowniczek
et al., 2003). Thus, transplantation does not address the under-
lying mechanisms that drive the development of LAM cells and
associated lesions. The mTOR-specific inhibitor Rapamycin is
a promising molecular intervention currently under intensive
investigation as a potential treatment for LAM and other man-
ifestations in TSC. Rapamycin has proven clinically effective for
the treatment of most TSC-associated lesions (Franz et al., 2006;
Bissler et al., 2008; Krueger et al., 2010;Micozkadioglu et al., 2010;
Casanova et al., 2011; Dabora et al., 2011; DeKlotz et al., 2011;
Tiberio et al., 2011; Canpolat et al., 2014; Park et al., 2014), and in
the context of LAM can lead to reduction in the size of AMLs, pro-
vide stabilization of lung function, and a marked improvement in
quality of life measures (McCormack et al., 2011).
A major caveat with this approach, however, is that Rapamycin
is tumoristatic rather than tumoricidal. Thus, disease progres-
sion resumes once Rapamycin is withdrawn. Therefore, patients
must remain on the drug permanently to provide sustained
treatment. Long-term Rapamycin treatment is also not without
potential challenges, as there is concern that LAM tumors, as
well as other TSC lesions, may become refractory to Rapamycin
over an extended time period. Additionally, while Rapamycin
treatment can reduce mTOR signaling, it may also have the
undesirable effect of promoting the survival of TSC1 or TSC2-
null cells (reviewed in Henske and McCormack, 2012). In this
regard, one of the key downstream processes controlled by
mTORC1 signaling is autophagy (Laplante and Sabatini, 2012),
a key cellular survival mechanism, and inhibition of autophagy
is a typical consequence of TSC1- or TSC2-deficiency (Crino
et al., 2006; Parkhitko et al., 2011; Crino and Tsai, 2012; Henske
and McCormack, 2012). Thus, while Rapamycin appears to gen-
erally inhibit the growth of TSC1- or TSC2-deficient cells, it
may concurrently promote their survival by inducing autophagy.
Rapamycin has also been shown to induce expression of pro-
survival micro-RNAs (Trindade et al., 2013). Thus, Rapamycin
treatment may therefore result in a precarious situation whereby
the growth and proliferation of TSC1- or TSC2-deficient cells
is halted, but the cells remain alive in situ, allowing them to
re-expand once treatment is stopped or an alternative mTOR
signaling pathway is triggered in the extensive mTOR signaling
network to bypass mTORC1 inhibition.
As long-term Rapamycin treatment carries a significant
risk of acquired treatment resistance and adverse side-effects
(McCormack et al., 2011), additional therapeutic options are
needed to provide life-long treatment options to TSC and LAM
patients. Importantly, a number of proteins thought to be impor-
tant in LAM pathogenesis are unaffected by Rapamycin treatment
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in LAM cells, including MMP2 (Lee et al., 2010b). Due to this
fact and observations that alternative pathways are activated by
Rapamycin treatment that promote cell survival, there is a strong
indication for the development of alternative or combination
therapies. Thus, the development of new therapeutic approaches
is currently of the highest priority within the LAM and TSC fields.
In concert with this, the development of effective models to aid in
the identification and testing of potentially effective therapeutic
interventions must also be at the top of the list.
Identification of the cell of origin for LAM and other TSC-
associated tumors is imperative for the development of more
effective, long-lasting treatment strategies. Only by inducing first-
and second-hit mutations in the proper cell of origin, and in
the proper proportion of that population, will we be able to
fully understand and therapeutically target the molecular mech-
anisms that drive the initiation and progression of distinct TSC
lesions. mTOR activation can lead to different primary pheno-
types in distinct cell types, such as precocious differentiation in
the CNS (Hartman et al., 2013), increased cycling of hematopoi-
etic stem cells (Gan et al., 2008), and exit of satellite cells from
quiescence upon injury (Rodgers et al., 2014). Therefore, different
TSC-associated lesions may require different targeted therapeu-
tic approaches. Furthermore, the downstream targets of mTOR
are diverse and affect multiple cellular signaling pathways, and
mTOR participates in a number of feed-back signaling mech-
anisms (Laplante and Sabatini, 2012). Due to this complexity,
truly effective treatment approaches are likely to require combina-
tion therapies in which multiple signaling nodes are targeted, and
the most promising approaches may well be different for distinct
tumor types.
A need for humanized disease models
The TSC and LAM fields have benefited significantly from cell
culture-based and rodent models of TSC1- or TSC2-deficiency;
however, these models carry a number of caveats. Rodent mod-
els of spontaneous (e.g., the Eker rat) or genetically engineered
TSC gene deficiency, and cells cultured from these animals (e.g.,
ELT3 cells, isolated fibroblasts), have offered important insights
into the basic molecular and cellular phenotypes caused by TSC
ablation and have provided avenues for experimental drug test-
ing. However, these models do not fully recapitulate the tumor
spectrum or phenotype of many TSC lesions or their deriva-
tive cells, including LAM. While these animal models exhibit a
high penetrance of renal cystadenomas and liver hemangiomas
with age, and a partial penetrance (about 30%) of lung adeno-
mas, these tumors do not recapitulate the phenotypes of those
observed in human TSC patients (Kobayashi et al., 1999, 2001;
Onda et al., 1999; Kwiatkowski et al., 2002; Kwiatkowski, 2010).
Therefore, they cannot be used to understand the pathophysiol-
ogy of themost clinically significant manifestations of TSC, nor as
accurate pre-clinical models for drug testing to treat or eliminate
these lesions.
Presently, there is a lack of humanized-models of TSC and
LAM. Primary TSC1- or TSC2-deficient cells from TSC or LAM
patients unfortunately cannot be efficiently propagated in cul-
ture without viral transformation, and even then some elements
of LAM cell identity observed in vivo are not recapitulated in
culture. Additionally, patient-derived cells lack proper control cell
lines, and induction of TSC1- or TSC2-deficiency (disruption of
both alleles or a high-degree mRNA knockdown), as is the case
for most of the existing models, bypasses mechanisms that lead
to second-hit mutations. As this important feature of TSC and
LAM tumor pathogenesis is absent, these systems cannot be used
to understand the processes leading to tumor induction and sub-
sequent disease progression. Thus, to accurately model TSC and
LAM it will be essential to generate or obtain human cell lines in
which first- and second-hit TSC gene mutations can be induced
in a controlled manner, and in which cellular phenotypes can
be clearly assessed following differentiation into putative cell of
origin lineages. Identification of the cell types of origin for TSC
and LAM lesions is an essential step toward the development
of accurate pre-clinical humanized disease models. Such mod-
els will not only allow for a more relevant understanding of the
mechanisms that drive disease, but will also greatly improve ther-
apeutic options for patients, making personalized therapeutics a
potentially viable option for TSC.
Approaches for generating humanized disease models
While it is clear from mouse models that it is at least possible to
induce TSC-like brain lesions by manipulating mTOR signaling
in the NSC lineage, no humanizedmodels exist to test whether the
same events are indeed responsible for driving CNS pathologies
in humans. Furthermore, while a NC origin for non-CNS lesions
in TSC seems intuitive, direct experimental evidence testing this
hypothesis in human cells is needed. To perform these pivotal
experiments, we need better disease models. First, we need to gen-
erate human cell lines that will recapitulate phenotypes observed
in distinct TSC and LAM lesions, and can potentially give rise
to these lesions in vitro and in in vivo mouse models, follow-
ing controlled induction of TSC1- or TSC2-deficiency. Second,
the behavior of the cells that comprise TSC lesions appears to be
highly dependent on interactions with their tissue microenviron-
ment. Thus, proper diseasemodels should incorporate in vivo and
in vitro culture-based approaches that closely recapitulate the nat-
ural, in situ environment in which TSC and LAM lesions normally
develop.
One promising approach for the generation of humanized
models in TSC is to couple genetic engineering to induce TSC1/2-
deficiency with embryonic stem cell (ESC) or patient-derived
induced pluripotent stem cell (iPSC) technology. ESCs and iPSCs
are pluripotent stem cell populations that have the capacity to
differentiate into any cell type found in the body, including can-
didate cell types of origin for TSC and LAM lesions. Furthermore,
iPSCs importantly offer an avenue for patient-specific model-
ing, as it allows fully differentiated cells from TSC and LAM
patients harboring TSC gene mutations to be reprogrammed to
an ESC-like state, enabling subsequent directed differentiation
into putative cell of origin populations.
Directed differentiation of human ESCs or iPSCs into neural
and neural crest lineages in vitro and in vivo, coupled with the
ability to inducibly knock-out or knock-down TSC1 or TSC2 at
different stages of differentiation, will directly allow cell of origin
theories to be tested. This will also allow for the establishment of
human cell lines that reflect TSC and LAM cell phenotypes and,
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following in vivo injection of TSC1/2-deficient cell lines, the gen-
eration of humanized animal models of LAM and TSC lesions.
Subsequently, growth and differentiation of these cell lines in not
only 2-dimensional, but also 3-dimensional culture conditions, as
well as injection into immune-compromised mice, will enable the
behavior of these cells to be studied in environments that more
closely recapitulate the in vivo environment of distinct TSC and
LAM lesions.
A second, highly promising approach that would offer oppor-
tunities for patient-centered discovery and treatment is to use
endogenous sources of NC-like stem cells resident within adult
tissues, such as SKPs, to generate TSC1- or TSC2-deficient lines.
SKPs reside in a location that is highly accessible for tissue
extraction and subsequent NC cell isolation, thus they may
be a particularly useful cell population to allow for the devel-
opment of patient-specific models. Development of models in
which a patient’s own cells can be used as the source mate-
rial to follow disease initiation and progression will importantly
allow us to understand not only the basic mechanisms of TSC
and LAM tumor formation, but also what drives the hetero-
geneous phenotypes that are often observed between different
patients.
CONCLUSION
The TSC and LAM research communities have moved at an
impressive pace in the last two decades. Since discovering
the TSC2 gene in 1993 (European Chromosome 16 Tuberous
Sclerosis Consortium, 1993), investigative research efforts have
quickly produced a plethora of experimental data leading to
the development of the first generation of therapeutics for TSC
and LAM. However, due to the pitfalls associated with the
largely tumoristatic action of Rapamycin and closely associated
“rapalogs,” it is apparent that a wider array of advanced treat-
ment options is necessary to combat these multisystem disorders.
Current disease models of TSC and LAM have been invaluable
in providing insight into molecular disease pathology, provided
a basis for clinical trials of rapalogs and other potential thera-
peutics, and has supported the investigation of neural stem cell
of origin theories for TSC CNS manifestations. However, these
same disease models have their limitations and do not fully reca-
pitulate the nature or progression of TSC and LAM observed in
humans.
There is sufficient evidence to suggest that the NC lineage is
integrally involved in TSC and LAM tumor heterogeneity; how-
ever, this notion has largely been limited to discussion due to
a lack of an effective means to study such theories. Currently,
there are no humanized models of TSC and LAM that provide
a framework for investigating this theory, nor to investigate the
influence of TSC gene mutations acquired during early develop-
ment on disease heterogeneity. Yet, with the current advances in
tissue culture methods, stem cell-based disease modeling, and the
advent of iPSC technology, this will likely change in quick order.
Using humanized models to identify the cell of origin for LAM
and other TSC tumors is crucial in identifying and targeting the
specific molecular mechanisms responsible for distinct TSC and
LAM lesions, and will help pave the way for the next generation
of TSC and LAM therapeutics.
ACKNOWLEDGMENTS
Our TSC and LAM research is being funded by a Special
Accelerated Discovery grant by the McEwen Centre for
Regenerative Medicine, supported by Green Eggs and LAM
to William L. Stanford and a grant (W81XWH-14-1-0434)
awarded to WLS from the United States Department of Defense
via the Tuberous Sclerosis Complex Research Program of the
Congressionally Directed Medical Research Program. William L.
Stanford is supported by a Tier 1 Canada Research Chair in
Integrated Stem Cell Biology. Lisa M. Julian is supported by a
Canadian Institutes of Health Research Banting Fellowship and
an Ontario Stem Cell Initiative Postdoctoral Fellowship.
REFERENCES
Arbiser, J. L., Brat, D., Hunter, S., D’Armiento, J., Henske, E. P., Arbiser, Z.
K., et al. (2002). Tuberous sclerosis-associated lesions of the kidney, brain,
and skin are angiogenic neoplasms. J. Am. Acad. Dermatol. 46, 376–380. doi:
10.1067/mjd.2002.120530
Astrinidis, A., Khare, L., Carsillo, T., Smolarek, T., Au, K. S., Northrup, H., et al.
(2000). Mutational analysis of the tuberous sclerosis gene TSC2 in patients
with pulmonary lymphangioleiomyomatosis. J. Med. Genet. 37, 55–57. doi:
10.1136/jmg.37.1.55
Au, K. S., Williams, A. T., Roach, E. S., Batchelor, L., Sparagana, S. P., Delgado, M.
R., et al. (2007). Genotype/phenotype correlation in 325 individuals referred
for a diagnosis of tuberous sclerosis complex in the United States. Genet. Med.
9, 88–100. doi: 10.1097/GIM.0b013e31803068c7
Aybar, M. J., Nieto, M. A., and Mayor, R. (2003). Snail precedes slug in the genetic
cascade required for the specification andmigration of the Xenopus neural crest.
Development 130, 483–494. doi: 10.1242/dev.00238
Barnes, E. A., Kenerson, H. L., Jiang, X., and Yeung, R. S. (2010). Tuberin regulates
E-cadherin localization: implications in epithelial-mesenchymal transition. Am.
J. Pathol. 177, 1765–1778. doi: 10.2353/ajpath.2010.090233
Biernaskie, J., Paris, M., Morozova, O., Fagan, B. M., Marra, M., Pevny, L., et al.
(2009). SKPs derive from hair follicle precursors and exhibit properties of adult
dermal stem cells. Cell Stem Cell 5, 610–623. doi: 10.1016/j.stem.2009.10.019
Billon, N., Iannarelli, P., Monteiro, M. C., Glavieux-Pardanaud, C., Richardson, W.
D., Kessaris, N., et al. (2007). The generation of adipocytes by the neural crest.
Development 134, 2283–2292. doi: 10.1242/dev.002642
Bissler, J. J., and Kingswood, J. C. (2004). Renal angiomyolipomata. Kidney Int. 66,
924–934. doi: 10.1111/j.1523-1755.2004.00838.x
Bissler, J. J., McCormack, F. X., Young, L. R., Elwing, J. M., Chuck, G., Leonard,
J. M., et al. (2008). Sirolimus for angiomyolipoma in tuberous sclerosis
complex or lymphangioleiomyomatosis. N. Engl. J. Med. 358, 140–151. doi:
10.1056/NEJMoa063564
Bittmann, I., Rolf, B., Amann, G., and Löhrs, U. (2003). Recurrence of lym-
phangioleiomyomatosis after single lung transplantation: new insights into
pathogenesis. Hum. Pathol. 34, 95–98. doi: 10.1053/hupa.2003.50
Boronat, S., Caruso, P., and Thiele, E. A. (2014a). Absence of subependymal
nodules in patients with tubers suggests possible neuroectodermal mosaicism
in tuberous sclerosis complex. Dev. Med. Child Neurol. 56, 1207–1211. doi:
10.1111/dmcn.12523
Boronat, S., Shaaya, E. A., Doherty, C. M., Caruso, P., and Thiele, E. A. (2014b).
Tuberous sclerosis complex without tubers and subependymal nodules: a
phenotype-genotype study. Clin. Genet. 86, 149–154. doi: 10.1111/cge.12245
Cano, A., Pérez-Moreno, M. A., Rodrigo, I., Locascio, A., Blanco, M. J., del
Barrio, M. G., et al. (2000). The transcription factor snail controls epithelial-
mesenchymal transitions by repressing E-cadherin expression. Nat. Cell Biol. 2,
76–83. doi: 10.1038/35000025
Canpolat, M., Per, H., Gumus, H., Yikilmaz, A., Unal, E., Patiroglu, T., et al. (2014).
Rapamycin has a beneficial effect on controlling epilepsy in children with tuber-
ous sclerosis complex: results of 7 children from a cohort of 86.Childs Nerv. Syst.
30, 227–240. doi: 10.1007/s00381-013-2185-6
Carbone, M. (2009). Feasability of immunotherapy for lymphangioleiomyomato-
sis. Am. J. Pathol. 175, 2252–2254. doi: 10.2353/ajpath.2009.090900
Carsillo, T., Astrinidis, A., and Henske, E. P. (2000). Mutations in the tuber-
ous sclerosis complex gene TSC2 are a cause of sporadic pulmonary
www.frontiersin.org November 2014 | Volume 2 | Article 69 | 11
Delaney et al. Cell of origin in TSC/LAM
lymphangioleiomyomatosis. Proc. Natl. Acad. Sci. U.S.A. 97, 6085–6090. doi: 10.
1073/pnas.97.11.6085
Carson, R. P., Van Nielen, D. L., Winzenburger, P. A., and Ess, K. C. (2012).
Neuronal and glia abnormalities in Tsc1-deficient forebrain and partial rescue
by rapamycin. Neurobiol. Dis. 45, 369–380. doi: 10.1016/j.nbd.2011.08.024
Casanova, A., María Girón, R., Acosta, O., Barrón, M., Valenzuela, C., and
Ancochea, J. (2011). Lymphangioleiomyomatosis treatment with sirolimus.
Arch. Bronconeumol. 47, 470–472. doi: 10.1016/j.arbres.2011.01.014
Cheadle, J. P., Reeve, M. P., Sampson, J. R., and Kwiatkowski, D. J. (2000).
Molecular genetic advances in tuberous sclerosis.Hum. Genet. 107, 97–114. doi:
10.1007/s004390000348
Chu, S. C., Horiba, K., Usuki, J., Avila, N. A., Chen, C. C., Travis,W. D., et al. (1999).
Comprehensive evaluation of 35 patients with lymphangioleiomyomatosis.
Chest 115, 1041–1052. doi: 10.1378/chest.115.4.1041
Costello, L. C., Hartman, T. E., and Ryu, J. H. (2000). High frequency of pulmonary
lymphangioleiomyomatosis in women with tuberous sclerosis complex. Mayo
Clin. Proc. 75, 591–594. doi: 10.4065/75.6.591
Crino, P., and Tsai, V. (2012). Tuberous sclerosis complex: genetic basis and man-
agement strategies. Adv. Genomics Genet. 2, 19–31. doi: 10.2147/AGG.S19837
Crino, P. B. (2004). Molecular pathogenesis of tuber formation in tuberous sclerosis
complex. J. Child Neurol. 19, 716–725. doi: 10.1177/08830738040190091301
Crino, P. B., Aronica, E., Baltuch, G., and Nathanson, K. L. (2010). Biallelic TSC
gene inactivation in tuberous sclerosis complex. Neurology 74, 1716–1723. doi:
10.1212/WNL.0b013e3181e04325
Crino, P. B., Nathanson, K. L., and Henske, E. P. (2006). The tuberous sclerosis
complex. N. Engl. J. Med. 355, 1345–1356. doi: 10.1056/NEJMra055323
Crooks, D. M., Pacheco-Rodriguez, G., DeCastro, R. M., McCoy, J. P., Wang, J.-
A., Kumaki, F., et al. (2004). Molecular and genetic analysis of disseminated
neoplastic cells in lymphangioleiomyomatosis. Proc. Natl. Acad. Sci. U.S.A. 101,
17462–17467. doi: 10.1073/pnas.0407971101
Curatolo, P., and Maria, B. L. (2013). Tuberous sclerosis. Handb. Clin. Neurol. 111,
323–331. doi: 10.1016/B978-0-444-52891-9.00038-5
Curchoe, C. L., Maurer, J., McKeown, S. J., Cattarossi, G., Cimadamore, F., Nilbratt,
M., et al. (2010). Early acquisition of neural crest competence during hESCs
neuralization. PLoS ONE 5:e13890. doi: 10.1371/journal.pone.0013890
Dabora, S. L., Franz, D. N., Ashwal, S., Sagalowsky, A., DiMario, F. J., Miles, D.,
et al. (2011). Multicenter phase 2 trial of sirolimus for tuberous sclerosis: kidney
angiomyolipomas and other tumors regress and VEGF- D levels decrease. PLoS
ONE 6:e23379. doi: 10.1371/journal.pone.0023379
Dabora, S. L., Jozwiak, S., Franz, D. N., Roberts, P. S., Nieto, A., Chung, J., et al.
(2001). Mutational analysis in a cohort of 224 tuberous sclerosis patients indi-
cates increased severity of TSC2, compared with TSC1, disease in multiple
organs. Am. J. Hum. Genet. 68, 64–80. doi: 10.1086/316951
Dady, A., Blavet, C., and Duband, J.-L. (2012). Timing and kinetics of E- to
N-cadherin switch during neurulation in the avian embryo. Dev. Dyn. 241,
1333–1349. doi: 10.1002/dvdy.23813
D’Amico-Martel, A., and Noden, D. M. (1983). Contributions of placodal and neu-
ral crest cells to avian cranial peripheral ganglia. Am. J. Anat. 166, 445–468. doi:
10.1002/aja.1001660406
DeKlotz, C. M. C., Ogram, A. E., Singh, S., Dronavalli, S., and MacGregor, J. L.
(2011). Dramatic improvement of facial angiofibromas in tuberous sclerosis
with topical rapamycin: optimizing a treatment protocol. Arch. Dermatol. 147,
1116–1117. doi: 10.1001/archdermatol.2011.254
Dupin, E., and Sommer, L. (2012). Neural crest progenitors and stem cells: from
early development to adulthood. Dev. Biol. 366, 83–95. doi: 10.1016/j.ydbio.
2012.02.035
Ehninger, D., Han, S., Shilyansky, C., Zhou, Y., Li, W., Kwiatkowski, D. J., et al.
(2008). Reversal of learning deficits in a Tsc2+/- mouse model of tuberous
sclerosis. Nat. Med. 14, 843–848. doi: 10.1038/nm1788
Ess, K. C., Kamp, C. A., Tu, B. P., and Gutmann, D. H. (2005). Developmental
origin of subependymal giant cell astrocytoma in tuberous sclerosis complex.
Neurology 64, 1446–1449. doi: 10.1212/01.WNL.0000158653.81008.49
Etchevers, H. C., Vincent, C., Le Douarin, N. M., and Couly, G. F. (2001). The
cephalic neural crest provides pericytes and smooth muscle cells to all blood
vessels of the face and forebrain. Development 128, 1059–1068.
Feliciano, D. M., Quon, J. L., Su, T., Taylor, M. M., and Bordey, A. (2012). Postnatal
neurogenesis generates heterotopias, olfactory micronodules and cortical infil-
tration following single-cell Tsc1 deletion. Hum. Mol. Genet. 21, 799–810. doi:
10.1093/hmg/ddr511
Feliciano, D. M., Su, T., Lopez, J., Platel, J.-C., and Bordey, A. (2011). Single-cell
Tsc1 knockout during corticogenesis generates tuber-like lesions and reduces
seizure threshold in mice. J. Clin. Invest. 121, 1596–1607. doi: 10.1172/JCI44909
Fernandes, K. J. L., McKenzie, I. A., Mill, P., Smith, K. M., Akhavan, M., Barnabé-
Heider, F., et al. (2004). A dermal niche for multipotent adult skin-derived
precursor cells. Nat. Cell Biol. 6, 1082–1093. doi: 10.1038/ncb1181
Fokkema, I. F., Taschner, P. E., Schaafsma, G. C., Celli, J., Laros, J. F., and den
Dunnen, J. T. (2011). LOVD v.2.0: the next generation in gene variant databases.
Hum. Mutat. 32, 557–563. doi: 10.1002/humu.21438
Franz, D. N., Leonard, J., Tudor, C., Chuck, G., Care, M., Sethuraman, G., et al.
(2006). Rapamycin causes regression of astrocytomas in tuberous sclerosis
complex. Ann. Neurol. 59, 490–498. doi: 10.1002/ana.20784
Fu, C., and Ess, K. C. (2013). Conditional and domain-specific inactivation
of the TSC2 gene in neural progenitor cells. Genesis. 51, 284–292. doi:
10.1002/dvg.22377
Gan, B., Sahin, E., Jiang, S., Sanchez-Aguilera, A., Scott, K. L., Chin, L., et al.
(2008). mTORC1-dependent and -independent regulation of stem cell renewal,
differentiation, and mobilization. Proc. Natl. Acad. Sci. 105, 19384–19389. doi:
10.1073/pnas.0810584105
Gao, L., Yue, M. M., Davis, J., Hyjek, E., and Schuger, L. (2014). In pulmonary
lymphangioleiomyomatosis expression of progesterone receptor is frequently
higher than that of estrogen receptor. Virchows Arch. 464, 495–503. doi:
10.1007/s00428-014-1559-9
Gilbert, E. R., Eby, J. M., Hammer, A. M., Klarquist, J., Christensen, D. G.,
Barfuss, A. J., et al. (2013). Positioning Ganglioside D3 as an immunothera-
peutic target in lymphangioleiomyomatosis. Am. J. Pathol. 183, 226–234. doi:
10.1016/j.ajpath.2013.04.002
Glasgow, C. G., El-Chemaly, S., and Moss, J. (2012). Lymphatics in lymphan-
gioleiomyomatosis and idiopathic pulmonary fibrosis. Eur. Respir. Rev. 21,
196–206. doi: 10.1183/09059180.00009311
Goh, S., Kwiatkowski, D. J., Dorer, D. J., and Thiele, E. A. (2005). Infantile
spasms and intellectual outcomes in children with tuberous sclerosis complex.
Neurology 65, 235–238. doi: 10.1212/01.wnl.0000168908.78118.99
Goncharova, E. A., Goncharov, D. A., Lim, P. N., Noonan, D., and Krymskaya, V.
P. (2006). Modulation of cell migration and invasiveness by tumor suppressor
TSC2 in lymphangioleiomyomatosis. Am. J. Respir. Cell Mol. Biol. 34, 473–480.
doi: 10.1165/rcmb.2005-0374OC
Goto, J., Talos, D. M., Klein, P., Qin, W., Chekaluk, Y. I., Anderl, S., et al. (2011).
Regulable neural progenitor-specific Tsc1 loss yields giant cells with organellar
dysfunction in a model of tuberous sclerosis complex. Proc. Natl. Acad. Sci. 108,
E1070–E1079. doi: 10.1073/pnas.1106454108
Green, A. J., Smith, M., and Yates, J. R. (1994). Loss of heterozygosity on chromo-
some 16p13.3 in hamartomas from tuberous sclerosis patients. Nat. Genet. 6,
193–196. doi: 10.1038/ng0294-193
Grenier, J., Teillet, M.-A., Grifone, R., Kelly, R. G., and Duprez, D. (2009).
Relationship between neural crest cells and cranial mesoderm during head
muscle development. PLoS ONE 4:e4381. doi: 10.1371/journal.pone.0004381
Grimmer, M. R., and Weiss, W. A. (2006). Childhood tumors of the nervous sys-
tem as disorders of normal development. Curr. Opin. Pediatr. 18, 634–638. doi:
10.1097/MOP.0b013e32801080fe
Gu, X., Yu, J. J., Ilter, D., Blenis, N., Henske, E. P., and Blenis, J. (2013). Integration
of mTOR and estrogen-ERK2 signaling in lymphangioleiomyomatosis patho-
genesis. Proc. Natl. Acad. Sci. 110, 14960–14965. doi: 10.1073/pnas.1309
110110
Han, S., Santos, T. M., Puga, A., Roy, J., Thiele, E. A., McCollin, M., et al. (2004).
Phosphorylation of tuberin as a novel mechanism for somatic inactivation
of the tuberous sclerosis complex proteins in brain lesions. Cancer Res. 64,
812–816. doi: 10.1158/0008-5472.CAN-03-3277
Hartman, N. W., Lin, T. V., Zhang, L., Paquelet, G. E., Feliciano, D. M., and Bordey,
A. (2013). mTORC1 targets the translational repressor 4E-BP2, but not S6
kinase 1/2, to regulate neural stem cell self-renewal in vivo. Cell Rep. 5, 433–444.
doi: 10.1016/j.celrep.2013.09.017
Hayashi, T., Fleming, M. V., Stetler-Stevenson,W. G., Liotta, L. A., Moss, J., Ferrans,
V. J., et al. (1997). Immunohistochemical study of matrix metalloproteinases
(MMPs) and their tissue inhibitors (TIMPs) in pulmonary lymphangi-
oleiomyomatosis (LAM). Hum. Pathol. 28, 1071–1078. doi: 10.1016/S0046-
8177(97)90061-7
Hayashi, T., Kumasaka, T., Mitani, K., Terao, Y., Watanabe, M., Oide, T.,
et al. (2011). Prevalence of uterine and adnexal involvement in pulmonary
Frontiers in Cell and Developmental Biology | Stem Cell Research November 2014 | Volume 2 | Article 69 | 12
Delaney et al. Cell of origin in TSC/LAM
lymphangioleiomyomatosis: a clinicopathologic study of 10 patients. Am. J.
Surg. Pathol. 35, 1776–1785. doi: 10.1097/PAS.0b013e318235edbd
Henske, E. P., and McCormack, F. X. (2012). Lymphangioleiomyomatosis - a wolf
in sheep’s clothing. J. Clin. Invest. 122, 3807–3816. doi: 10.1172/JCI58709
Henske, E. P., Scheithauer, B. W., Short, M. P., Wollmann, R., Nahmias, J.,
Hornigold, N., et al. (1996). Allelic loss is frequent in tuberous sclerosis kidney
lesions but rare in brain lesions. Am. J. Hum. Genet. 59, 400–406.
Hindman, B. W., Gill, H. K., and Zuppan, C. W. (1997). Primitive neuroectoder-
mal tumor in a child with tuberous sclerosis. Skeletal Radiol. 26, 184–187. doi:
10.1007/s002560050217
Ishiko, S., Yoshida, A., Kato, Y., and Kagokawa, H. (2006). Occult retinal and
choroidal lesions in neurofibromatosis type 1. Br. J. Ophthalmol. 90, 1067–1068.
doi: 10.1136/bjo.2006.092718
Jansen, A. C., Sancak, O., D’Agostino, M. D., Badhwar, A., Roberts, P., Gobbi, G.,
et al. (2006). Unusually mild tuberous sclerosis phenotype is associated with
TSC2 R905Q mutation. Ann. Neurol. 60, 528–239. doi: 10.1002/ana.21037
Jinno, H.,Morozova, O., Jones, K. L., Biernaskie, J. A., Paris, M., Hosokawa, R., et al.
(2010). Convergent genesis of an adult neural crest-like dermal stem cell from
distinct developmental origins. Stem Cells 28, 2027–2040. doi: 10.1002/stem.525
Kandt, R. S. (2003). Tuberous sclerosis complex and neurofibromatosis type 1: the
two most common neurocutaneous diseases. Neurol. Clin. 21, 983–1004. doi:
10.1016/S0733-8619(03)00004-5
Karbowniczek, M., Astrinidis, A., Balsara, B. R., Testa, J. R., Lium, J. H., Colby, T. V.,
et al. (2003). Recurrent lymphangiomyomatosis after transplantation: genetic
analyses reveal a metastatic mechanism. Am. J. Respir. Crit. Care Med. 167,
976–982. doi: 10.1164/rccm.200208-969OC
Khare, L., Strizheva, G. D., Bailey, J. N., Au, K. S., Northrup, H., Smith, M., et al.
(2001). A novel missense mutation in the GTPase activating protein homology
region of TSC2 in two large families with tuberous sclerosis complex. J. Med.
Genet. 38, 347–349. doi: 10.1136/jmg.38.5.347
Kirby, M. L., Gale, T. F., and Stewart, D. E. (1983). Neural crest cells con-
tribute to normal aorticopulmonary septation. Science 220, 1059–1061. doi:
10.1126/science.6844926
Kirby, M. L., and Stewart, D. E. (1983). Neural crest origin of cardiac ganglion cells
in the chick embryo: identification and extirpation. Dev. Biol. 97, 433–443. doi:
10.1016/0012-1606(83)90100-8
Kitaichi, M., Nishimura, K., Itoh, H., and Izumi, T. (1995). Pulmonary lym-
phangioleiomyomatosis: a report of 46 patients including a clinicopathologic
study of prognostic factors. Am. J. Respir. Crit. Care Med. 151, 527–533. doi:
10.1164/ajrccm.151.2.7842216
Kobayashi, T., Minowa, O., Kuno, J., Mitani, H., Hino, O., and Noda, T. (1999).
Renal carcinogenesis, hepatic hemangiomatosis, and embryonic lethality caused
by a germ-line Tsc2 mutation in mice. Cancer Res. 59, 1206–1211.
Kobayashi, T., Minowa, O., Sugitani, Y., Takai, S., Mitani, H., Kobayashi, E., et al.
(2001). A germ-line Tsc1 mutation causes tumor development and embryonic
lethality that are similar, but not identical to, those caused by Tsc2 mutation in
mice. Proc. Natl. Acad. Sci. U.S.A. 98, 8762–8767. doi: 10.1073/pnas.151033798
Köntges, G., and Lumsden, A. (1996). Rhombencephalic neural crest seg-
mentation is preserved throughout craniofacial ontogeny. Development 122,
3229–3242.
Kristof, A. S., and Moss, J. (2011). “Lymphangioleiomyomatosis,” in Interstitial
Lung Disease, eds M. I. Schwarz and T. E. King (Shelton, CT: People’s Medical
Publishing House), 1061–1077.
Krueger, D. A., Care, M. M., Holland, K., Agricola, K., Tudor, C., Mangeshkar, P.,
et al. (2010). Everolimus for subependymal giant-cell astrocytomas in tuberous
sclerosis. N. Engl. J. Med. 363, 1801–1811. doi: 10.1056/NEJMoa1001671
Kumasaka, T., Seyama, K., Mitani, K., Sato, T., Souma, S., Kondo, T., et al. (2004).
Lymphangiogenesis in lymphangioleiomyomatosis: its implication in the pro-
gression of lymphangioleiomyomatosis. Am. J. Surg. Pathol. 28, 1007–1016. doi:
10.1097/01.pas.0000126859.70814.6d
Kwiatkowski, D. J. (2010). Animal models of lymphangioleiomyomatosis (LAM)
and tuberous sclerosis complex (TSC). Lymphat. Res. Biol. 8, 51–57. doi:
10.1089/lrb.2009.0013
Kwiatkowski, D. J., Zhang, H., Bandura, J. L., Heiberger, K. M., Glogauer, M.,
el-Hashemite, N., et al. (2002). A mouse model of TSC1 reveals sex-dependent
lethality from liver hemangiomas, and up-regulation of p70S6 kinase activity in
Tsc1 null cells. Hum. Mol. Genet. 11, 525–534. doi: 10.1093/hmg/11.5.525
Lamb, R. F., Roy, C., Diefenbach, T. J., Vinters, H. V., Johnson, M. W., Jay, D. G.,
et al. (2000). The TSC1 tumour suppressor hamartin regulates cell adhesion
through ERM proteins and the GTPase Rho. Nat. Cell Biol. 2, 281–287. doi:
10.1038/35010550
Laplante, M., and Sabatini, D. M. (2012). mTOR signaling in growth control and
disease. Cell 149, 274–293. doi: 10.1016/j.cell.2012.03.017
Le, L. Q., Shipman, T., Burns, D. K., and Parada, L. F. (2009). Cell of origin and
microenvironment contribution for NF1-associated dermal neurofibromas.Cell
Stem Cell 4, 453–463. doi: 10.1016/j.stem.2009.03.017
Le Douarin, N. M., and Teillet, M. A. (1973). The migration of neural crest cells
to the wall of the digestive tract in avian embryo. J. Embryol. Exp. Morphol.
30, 31–48.
Lee, C.-H., Hong, C.-H., Yu, H.-S., Chen, G.-S., and Yang, K.-C. (2010a).
Transforming growth factor-β enhances matrix metalloproteinase-2 expres-
sion and activity through AKT in fibroblasts derived from angiofibromas in
patients with tuberous sclerosis complex. Br. J. Dermatol. 163, 1238–1244. doi:
10.1111/j.1365-2133.2010.09971.x
Lee, P.-S., Tsang, S. W., Moses, M. A., Trayes-Gibson, Z., Hsiao, L.-L., Jensen, R.,
et al. (2010b). Rapamycin-insensitive up-regulation of MMP2and other genes
in tuberous sclerosis complex 2–deficient lymphangioleiomyomatosis-like cells.
Am. J. Respir. Cell Mol. Biol. 42, 227–234. doi: 10.1165/rcmb.2009-0050OC
Li, S., Moss, J., and Darling, T. N. (2013). Molecular mechanisms and therapeu-
tics of skin hamartomas in tuberous sclerosis complex. J. Dermatol. Clin. Res. 2,
1007–1009.
Lopes,M. B., Altermatt, H. J., Scheithauer, B.W., Shepherd, C.W., and VandenBerg,
S. R. (1996). Immunohistochemical characterization of subependymal giant cell
astrocytomas. Acta Neuropathol. 91, 368–375. doi: 10.1007/s004010050438
Magri, L., Cambiaghi, M., Cominelli, M., Alfaro-Cervello, C., Cursi, M., Pala, M.,
et al. (2011). Sustained activation of mTOR pathway in embryonic neural stem
cells leads to development of tuberous sclerosis complex-associated lesions. Cell
Stem Cell 9, 447–462. doi: 10.1016/j.stem.2011.09.008
Magri, L., and Galli, R. (2013). mTOR signaling in neural stem cells: from basic
biology to disease. Cell. Mol. Life Sci. 70, 2887–2898. doi: 10.1007/s00018-012-
1196-x
Martignoni, G., Pea, M., Reghellin, D., Zamboni, G., and Bonetti, F. (2007).
PEComas: the past, the present and the future. Virchows Arch. 452, 119–132.
doi: 10.1007/s00428-007-0509-1
Matthews, H. K., Marchant, L., Carmona-Fontaine, C., Kuriyama, S., Larraín, J.,
Holt, M. R., et al. (2008). Directional migration of neural crest cells in vivo
is regulated by Syndecan-4/Rac1 and non-canonical Wnt signaling/RhoA.
Development 135, 1771–1780. doi: 10.1242/dev.017350
McCormack, F. X., Inoue, Y., Moss, J., Singer, L. G., Strange, C., Nakata, K., et al.
(2011). Efficacy and safety of sirolimus in lymphangioleiomyomatosis. N. Engl.
J. Med. 364, 1595–1606. doi: 10.1056/NEJMoa1100391
Meikle, L., Talos, D. M., Onda, H., Pollizzi, K., Rotenberg, A., Sahin, M., et al.
(2007). A mouse model of tuberous sclerosis: neuronal loss of Tsc1 causes dys-
plastic and ectopic neurons, reduced myelination, seizure activity, and limited
survival. J. Neurosci. 27, 5546–5558. doi: 10.1523/JNEUROSCI.5540-06.2007
Micozkadioglu, H., Koc, Z., Ozelsancak, R., and Yildiz, I. (2010). Rapamycin ther-
apy for renal, brain, and skin lesions in a tuberous sclerosis patient. Ren. Fail.
32, 1233–1236. doi: 10.3109/0886022X.2010.517345
Monsonego-Ornan, E., Kosonovsky, J., Bar, A., Roth, L., Fraggi-Rankis, V., Simsa,
S., et al. (2012). Matrix metalloproteinase 9/gelatinase B is required for neural
crest cell migration. Dev. Biol. 364, 162–177. doi: 10.1016/j.ydbio.2012.01.028
Moss, J., Avila, N. A., Barnes, P. M., Litzenberger, R. A., Bechtle, J., Brooks, P. G.,
et al. (2001). Prevalence and clinical characteristics of lymphangioleiomyomato-
sis (LAM) in patients with tuberous sclerosis complex. Am. J. Respir. Crit. Care
Med. 164, 669–671. doi: 10.1164/ajrccm.164.4.2101154
Moury, J. D., and Jacobson, A. G. (1990). The origins of neural crest cells in the
axolotl. Dev. Biol. 141, 243–253. doi: 10.1016/0012-1606(90)90380-2
Nagoshi, N., Shibata, S., Hamanoue, M., Mabuchi, Y., Matsuzaki, Y., Toyama, Y.,
et al. (2011). Schwann cell plasticity after spinal cord injury shown by neural
crest lineage tracing. Glia 59, 771–784. doi: 10.1002/glia.21150
Nellist, M., Sancak, O., Goedbloed, M., Adriaans, A., Wessels, M., Maat-Kievit, A.,
et al. (2008). Functional characterisation of the TSC1-TSC2 complex to assess
multiple TSC2 variants identified in single families affected by tuberous sclerosis
complex. BMC Med. Genet. 9:10. doi: 10.1186/1471-2350-9-10
Nellist, M., Sancak, O., Goedbloed, M., Rohe, C., van Netten, D., Mayer, K., et al.
(2005). Distinct effects of single amino-acid changes to tuberin on the func-
tion of the tuberin-hamartin complex. Eur. J. Hum. Genet. 13, 59–68. doi:
10.1038/sj.ejhg.5201276
www.frontiersin.org November 2014 | Volume 2 | Article 69 | 13
Delaney et al. Cell of origin in TSC/LAM
Nguyen-Vu, P. A., Fackler, I., Rust, A., DeClue, J. E., Sander, C. A., Volkenandt, M.,
et al. (2001). Loss of tuberin, the tuberous-sclerosis-complex-2 gene product is
associated with angiogenesis. J. Cutan. Pathol. 28, 470–475. doi: 10.1034/j.1600-
0560.2001.028009470.x
Niida, Y., Lawrence-Smith, N., Banwell, A., Hammer, E., Lewis, J., Beauchamp, R.,
et al. (1999). Analysis of both TSC1 and TSC2 for germline mutations in 126
unrelated patients with tuberous sclerosis. Hum. Mutat. 14, 412–422.
Niida, Y., Stemmer-Rachamimov, A. O., Logrip, M., Tapon, D., Perez, R.,
Kwiatkowski, D. J., et al. (2001). Survey of somatic mutations in tuber-
ous sclerosis complex (TSC) hamartomas suggests different genetic mecha-
nisms for pathogenesis of TSC lesions. Am. J. Hum. Genet. 69, 493–503. doi:
10.1086/321972
Normand, E. A., Crandall, S. R., Thorn, C. A., Murphy, E. M., Voelcker, B.,
Browning, C., et al. (2013). Temporal and mosaic tsc1 deletion in the develop-
ing thalamus disrupts thalamocortical circuitry, neural function, and behavior.
Neuron 78, 895–909. doi: 10.1016/j.neuron.2013.03.030
Northrup, H., Krueger, D. A., and International Tuberous Sclerosis Complex
Consensus Group (2013). Tuberous sclerosis complex diagnostic crite-
ria update: recommendations of the 2012 iinternational tuberous scle-
rosis complex consensus conference. Pediatr. Neurol. 49, 243–254. doi:
10.1016/j.pediatrneurol.2013.08.001
Ocaña, O. H., Córcoles, R., Fabra, A., Moreno-Bueno, G., Acloque, H., Vega,
S., et al. (2012). Metastatic colonization requires the repression of the
epithelial-mesenchymal transition inducer Prrx1. Cancer Cell 22, 709–724. doi:
10.1016/j.ccr.2012.10.012
O’Connor, S. E., Kwiatkowski, D. J., Roberts, P. S., Wollmann, R. L., and
Huttenlocher, P. R. (2003). A family with seizures and minor features of tuber-
ous sclerosis and a novel TSC2 mutation. Neurology 61, 409–412. doi: 10.1212/
01.WNL.0000073272.47681.BB
Onda, H., Lueck, A., Marks, P. W., Warren, H. B., and Kwiatkowski, D. J.
(1999). Tsc2+/– mice develop tumors in multiple sites that express gelsolin
and are influenced by genetic background. J. Clin. Invest. 104, 687–695. doi:
10.1172/JCI7319
Park, J., Yun, S.-K., Cho, Y.-S., Song, K.-H., and Kim, H.-U. (2014). Treatment
of angiofibromas in tuberous sclerosis complex: the effect of topical
rapamycin and concomitant laser therapy. Dermatology (Basel) 228, 37–41. doi:
10.1159/000357033
Park, S. H., Pepkowitz, S. H., Kerfoot, C., De Rosa, M. J., Poukens, V., Wienecke,
R., et al. (1997). Tuberous sclerosis in a 20-week gestation fetus: immunohisto-
chemical study. Acta Neuropathol. 94, 180–186. doi: 10.1007/s004010050691
Parkhitko, A., Myachina, F., Morrison, T. A., Hindi, K. M., Auricchio, N.,
Karbowniczek, M., et al. (2011). Tumorigenesis in tuberous sclerosis complex
is autophagy and p62/sequestosome 1 (SQSTM1)-dependent. Proc. Natl. Acad.
Sci. U.S.A. 108, 12455–12460. doi: 10.1073/pnas.1104361108
Pollizzi, K., Malinowska-Kolodziej, I., Doughty, C., Betz, C., Ma, J., Goto, J., et al.
(2009). A hypomorphic allele of TSC2 highlights the role of TSC1-TSC2 in sig-
naling to AKT and models mild human TSC2 alleles. Hum. Mol. Genet. 18,
2378–2387. doi: 10.1093/hmg/ddp176
Prabhakar, S., Goto, J., Zuang, X., Sena-Esteves, M., Bronson, R., Brockmann,
J., et al. (2013). Stochastic model of Tsc1 lesions in mouse brain. PLoS ONE
8:e64224. doi: 10.1371/journal.pone.0064224
Qin, W., Bajaj, V., Malinowska, I., Lu, X., MacConaill, L., Wu, C.-L., et al. (2011).
Angiomyolipoma have common mutations in TSC2 but No other common
genetic events. PLoS ONE 6:e24919. doi: 10.1371/journal.pone.0024919
Qin, W., Chan, J. A., Vinters, H. V., Mathern, G. W., Franz, D. N., Taillon, B. E.,
et al. (2010a). Analysis of TSC cortical tubers by deep sequencing of TSC1, TSC2
and KRAS demonstrates that small second-hit mutations in these genes are rare
events. Brain Pathol. 20, 1096–1105. doi: 10.1111/j.1750-3639.2010.00416.x
Qin, W., Kozlowski, P., Taillon, B. E., Bouffard, P., Holmes, A. J., Janne, P., et al.
(2010b). Ultra deep sequencing detects a low rate of mosaic mutations in
tuberous sclerosis complex. Hum. Genet. 127, 573–582. doi: 10.1007/s00439-
010-0801-z
Raible, D. W., and Ungos, J. M. (2006). Specification of sensory neuron cell fate
from the neural crest. Adv. Exp. Med. Biol. 589, 170–180. doi: 10.1007/978-0-
387-46954-6_10
Real, C., Glavieux-Pardanaud, C., Le Douarin, N. M., and Dupin, E. (2006).
Clonally cultured differentiated pigment cells can dedifferentiate and generate
multipotent progenitors with self-renewing potential. Dev. Biol. 300, 656–669.
doi: 10.1016/j.ydbio.2006.09.032
Real, C., Glavieux-Pardanaud, C., Vaigot, P., Le-Douarin, N., and Dupin, E. (2005).
The instability of the neural crest phenotypes: schwann cells can differentiate
into myofibroblasts. Int. J. Dev. Biol. 49, 151–159. doi: 10.1387/ijdb.041940cr
Rodgers, J. T., King, K. Y., Brett, J. O., Cromie, M. J., Charville, G. W., Maguire,
K. K., et al. (2014). mTORC1 controls the adaptive transition of quiescent stem
cells from G0 to G(Alert). Nature 510, 393–396. doi: 10.1038/nature13255
Rose, V. M., Au, K. S., Pollom, G., Roach, E. S., Prashner, H. R., and Northrup, H.
(1999). Germ-line mosaicism in tuberous sclerosis: how common? Am. J. Hum.
Genet. 64, 986–992. doi: 10.1086/302322
Rupp, P. A., and Kulesa, P. M. (2007). A role for RhoA in the two-phase migra-
tory pattern of post-otic neural crest cells. Dev. Biol. 311, 159–171. doi:
10.1016/j.ydbio.2007.08.027
Sachdeva, R., Rothner, D. A., Traboulsi, E. I., Hayden, B. C., and Rychwalski, P. J.
(2010). Astrocytic hamartoma of the optic disc and multiple café-au-lait mac-
ules in a child with neurofibromatosis type 2. Ophthalmic Genet. 31, 209–214.
doi: 10.3109/13816810.2010.512356
Sato, T., Seyama, K., Fujii, H., Maruyama, H., Setoguchi, Y., Iwakami, S.-I., et al.
(2002). Mutation analysis of the TSC1 and TSC2 genes in Japanese patients
with pulmonary lymphangioleiomyomatosis. J. Hum. Genet. 47, 20–28. doi:
10.1007/s10038-002-8651-8
European Chromosome 16 Tuberous Sclerosis Consortium (1993). Identification
and characterization of the tuberous sclerosis gene on chromosome 16. Cell 75,
1305–1315.
Selleck, M. A., and Bronner-Fraser, M. (1995). Origins of the avian neural crest: the
role of neural plate-epidermal interactions. Development 121, 525–538.
Sepp, T., Yates, J. R., and Green, A. J. (1996). Loss of heterozygosity in tuberous
sclerosis hamartomas. J. Med. Genet. 33, 962–964. doi: 10.1136/jmg.33.11.962
Shah, N. M., Groves, A. K., and Anderson, D. J. (1996). Alternative neural crest
cell fates are instructively promoted by TGFbeta superfamily members. Cell 85,
331–343. doi: 10.1016/S0092-8674(00)81112-5
Shakhova, O. (2014). Neural crest stem cells inmelanoma development.Curr. Opin.
Oncol. 26, 215–221. doi: 10.1097/CCO.0000000000000046
Smolarek, T. A., Wessner, L. L., McCormack, F. X., Mylet, J. C., Menon, A. G., and
Henske, E. P. (1998). Evidence that lymphangiomyomatosis is caused by TSC2
mutations: chromosome 16p13 loss of heterozygosity in angiomyolipomas and
lymph nodes from women with lymphangiomyomatosis. Am. J. Hum. Genet.
62, 810–815. doi: 10.1086/301804
Strizheva, G. D., Carsillo, T., Kruger, W. D., Sullivan, E. J., Ryu, J. H., and Henske,
E. P. (2001). The spectrum of mutations in TSC1 and TSC2 in women with
tuberous sclerosis and lymphangiomyomatosis. Am. J. Respir. Crit. Care Med.
163, 253–258. doi: 10.1164/ajrccm.163.1.2005004
Takahashi, Y., Sipp, D., and Enomoto, H. (2013). Tissue interactions in neural
crest cell development and disease. Science 341, 860–863. doi: 10.1126/sci-
ence.1230717
Taneyhill, L. A. (2008). To adhere or not to adhere: the role of Cadherins in neural
crest development. Cell Adh. Migr. 2, 223–230. doi: 10.4161/cam.2.4.6835
Terasaki, Y., Yahiro, K., Pacheco-Rodriguez, G., Steagall, W. K., Stylianou, M. P.,
Evans, J. F., et al. (2010). Effects of prolactin on TSC2-null eker rat cells and
in pulmonary lymphangioleiomyomatosis. Am. J. Respir. Crit. Care Med. 182,
531–539. doi: 10.1164/rccm.200911-1737OC
Theveneau, E., and Mayor, R. (2012). Neural crest delamination and migration:
from epithelium-to-mesenchyme transition to collective cell migration. Dev.
Biol. 366, 34–54. doi: 10.1016/j.ydbio.2011.12.041
Tiberio, D., Franz, D. N., and Phillips, J. R. (2011). Regression of a cardiac rhab-
domyoma in a patient receiving everolimus. Pediatrics 127, e1335–e1337. doi:
10.1542/peds.2010-2910
Toma, J. G., Akhavan, M., Fernandes, K. J., Barnabé-Heider, F., Sadikot, A.,
Kaplan, D. R., et al. (2001). Isolation of multipotent adult stem cells from
the dermis of mammalian skin. Nat. Cell Biol. 3, 778–784. doi: 10.1038/ncb
0901-778
Toma, J. G., McKenzie, I. A., Bagli, D., andMiller, F. D. (2005). Isolation and charac-
terization of multipotent skin-derived precursors from human skin. Stem Cells
23, 727–737. doi: 10.1634/stemcells.2004-0134
Trindade, A. J., Medvetz, D. A., Neuman, N. A., Myachina, F., Yu, J., Priolo, C.,
et al. (2013). MicroRNA-21 is induced by rapamycin in a model of tuberous
sclerosis (TSC) and lymphangioleiomyomatosis (LAM). PLoS ONE 8:e60014.
doi: 10.1371/journal.pone.0060014
Tsai, J. H., Donaher, J. L., Murphy, D. A., Chau, S., and Yang, J. (2012).
Spatiotemporal regulation of epithelial-mesenchymal transition is essential
Frontiers in Cell and Developmental Biology | Stem Cell Research November 2014 | Volume 2 | Article 69 | 14
Delaney et al. Cell of origin in TSC/LAM
for squamous cell carcinoma metastasis. Cancer Cell 22, 725–736. doi:
10.1016/j.ccr.2012.09.022
Tyburczy, M. E., Wang, J. A., Li, S., Thangapazham, R., Chekaluk, Y., Moss, J., et al.
(2014). Sun exposure causes somatic second-hit mutations and angiofibroma
development in tuberous sclerosis complex. Hum. Mol. Genet. 23, 2023–2029.
doi: 10.1093/hmg/ddt597
Uhlmann, E. J., Apicelli, A. J., Baldwin, R. L., Burke, S. P., Bajenaru, M. L., Onda,
H., et al. (2002). Heterozygosity for the tuberous sclerosis complex (TSC)
gene products results in increased astrocyte numbers and decreased p27-Kip1
expression in TSC2+/− cells. Oncogene 21, 4050–4059. doi: 10.1038/sj.onc.
1205435
Urban, T., Lazor, R., Lacronique, J., Murris, M., Labrune, S., Valeyre, D.,
et al. (1999). Pulmonary lymphangioleiomyomatosis. A study of 69 patients.
Groupe d’Etudes et de Recherche sur les Maladies “Orphelines” Pulmonaires
(GERM‘O’P). Medicine (Baltimore) 78, 321–337. doi: 10.1097/00005792-
199909000-00004
van Slegtenhorst, M., Verhoef, S., Tempelaars, A., Bakker, L., Wang, Q., Wessels, M.,
et al. (1999). Mutational spectrum of the TSC1 gene in a cohort of 225 tuberous
sclerosis complex patients: no evidence for genotype-phenotype correlation.
J. Med. Genet. 36, 285–289.
Verhoef, S., Bakker, L., Tempelaars, A. M., Hesseling-Janssen, A. L., Mazurczak, T.,
Jozwiak, S., et al. (1999). High rate of mosaicism in tuberous sclerosis complex.
Am. J. Hum. Genet. 64, 1632–1637. doi: 10.1086/302412
Way, S. W., McKenna, J., Mietzsch, U., Reith, R. M., Wu, H. C.-J., and Gambello,
M. J. (2009). Loss of Tsc2 in radial glia models the brain pathology of tuber-
ous sclerosis complex in the mouse. Hum. Mol. Genet. 18, 1252–1265. doi:
10.1093/hmg/ddp025
Webb, D. W., Fryer, A. E., and Osborne, J. P. (1996). Morbidity associated with
tuberous sclerosis: a population study.Dev. Med. Child Neurol. 38, 146–155. doi:
10.1111/j.1469-8749.1996.tb12086.x
Wong, V. (2006). Study of the relationship between tuberous sclerosis complex
and autistic disorder. J. Child Neurol. 21, 199–204. doi: 10.2310/7010.2006.
00046
Xie, W.-B., Li, Z., Shi, N., Guo, X., Tang, J., Ju, W., et al. (2013). Smad2
and myocardin-related transcription factor B cooperatively regulate vascular
smooth muscle differentiation from neural crest cells. Circ. Res. 113, e76–e86.
doi: 10.1161/CIRCRESAHA.113.301921
Yntema, C. L., and Hammond, W. S. (1954). The origin of intrinsic ganglia of
trunk viscera from vagal neural crest in the chick embryo. J. Comp. Neurol. 101,
515–541. doi: 10.1002/cne.901010212
Yu, J., and Henske, E. P. (2010). mTOR activation, lymphangiogenesis, and
estrogen-mediated cell survival: the “perfect storm” of pro-metastatic factors
in LAM pathogenesis. Lymphat. Res. Biol. 8, 43–49. doi: 10.1089/lrb.2009.0020
Yu, J. J., Robb, V. A., Morrison, T. A., Ariazi, E. A., Karbowniczek, M.,
Astrinidis, A., et al. (2009). Estrogen promotes the survival and pulmonary
metastasis of tuberin-null cells. Proc. Natl. Acad. Sci. 106, 2635–2640. doi:
10.1073/pnas.0810790106
Yuan, E., Tsai, P. T., Greene-Colozzi, E., Sahin, M., Kwiatkowski, D. J., and
Malinowska, I. A. (2012). Graded loss of tuberin in an allelic series of brain
models of TSC correlates with survival, and biochemical, histological and
behavioral features.Hum. Mol. Genet. 21, 4286–4300. doi: 10.1093/hmg/dds262
Zeng, L.-H., Rensing, N. R., Zhang, B., Gutmann, D. H., Gambello, M. J., and
Wong, M. (2011). Tsc2 gene inactivation causes a more severe epilepsy phe-
notype than Tsc1 inactivation in a mouse model of tuberous sclerosis complex.
Hum. Mol. Genet. 20, 445–454. doi: 10.1093/hmg/ddq491
Zhe, X., and Schuger, L. (2004). Combined smooth muscle and melanocytic
differentiation in lymphangioleiomyomatosis. J. Histochem. Cytochem. 52,
1537–1542. doi: 10.1369/jhc.4A6438.2004
Zhou, J., Shrikhande, G., Xu, J., McKay, R. M., Burns, D. K., Johnson, J. E., et al.
(2011). Tsc1 mutant neural stem/progenitor cells exhibit migration deficits
and give rise to subependymal lesions in the lateral ventricle. Genes. Dev. 25,
1595–1600. doi: 10.1101/gad.16750211
Conflict of Interest Statement: The authors declare that the research was con-
ducted in the absence of any commercial or financial relationships that could be
construed as a potential conflict of interest.
Received: 21 August 2014; accepted: 02 November 2014; published online: 25
November 2014.
Citation: Delaney SP, Julian LM and Stanford WL (2014) The neural crest lin-
eage as a driver of disease heterogeneity in Tuberous Sclerosis Complex and
Lymphangioleiomyomatosis. Front. Cell Dev. Biol. 2:69. doi: 10.3389/fcell.2014.00069
This article was submitted to Stem Cell Research, a section of the journal Frontiers in
Cell and Developmental Biology.
Copyright © 2014 Delaney, Julian and Stanford. This is an open-access article dis-
tributed under the terms of the Creative Commons Attribution License (CC BY). The
use, distribution or reproduction in other forums is permitted, provided the original
author(s) or licensor are credited and that the original publication in this jour-
nal is cited, in accordance with accepted academic practice. No use, distribution or
reproduction is permitted which does not comply with these terms.
www.frontiersin.org November 2014 | Volume 2 | Article 69 | 15
